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<210> 1 
<211> 715 
<212> DNA 
<213> Mus sp. 

<400> 1 

actcccccca cgatgggcgt gcaacccccc 
gccggactgg cgttgccccg gctgcccgcg 
cggcacctgg tgtccctgac ggagcgcgga 
acgctgcacc gaatgcgcat ccctgacttt 
tttgtgaaga tcgtggacga ggccaatgcc 
ctaggctttg gccgcactgg caccatgcta 
gccgcaggag atgccattgc tgagatccgg 
gaacaggaga aggccgtctt ccagttctac 
cgcctttccc cctccccaac tcctgcggcc 
catccttcag gtccctctga ctcctattgg 
gtggccggca ggatggccga gaccccacaa 
accgctgcat agcatgtaca cagcactccc 



aacttctcct gggtgcttcc gggacggctg 60 
cactaccagt tcctgctgga ccagggtgtg 120 
ccccctcaca gtgacagctg tcccggcctc 180 
tgcccgccgt ccccggaaca gatcgaccaa 24 0 
cggggagagg ctgttggagt gcactgtgcc 3 00 
gcctgctact tggtgaagga gcgggctttg 360 
cgcctgcgac caggatccat tgagacgtat 420 
cagcgaacaa aatgaggact tcaacaagcc 480 
agggaggaag gggagtgaac taaagtactg 540 
acaaaagtag tccttcccca aagccataac 600 
aaatgaggta ataactgata agaactcatc 660 
aatacatctg ggtggttgaa aagac 715 



<210> 2 
<211> 150 
<212> PRT 
<213> Mus sp. 

<400> 2 

Met Gly Val Gin Pro Pro Asn Phe Ser Trp Val Leu Pro Gly Arg Leu 
! 5 10 15 

Ala Gly Leu Ala Leu Pro Arg Leu Pro Ala His Tyr Gin Phe Leu Leu 
20 25 30 



Asp Gin Gly Val 
35 



Arg His Leu Val Ser Leu Thr Glu Arg Gly Pro Pro 
40 45 



- - 



2 



His Ser Asp Ser Cys Pro Gly Leu Thr Leu His Arg Met Arg lie Pro 
50 55 60 

Asp Phe Cys Pro Pro Ser Pro Glu Gin lie Asp Gin Phe Val Lys lie 
65 70 75 80 

Val Asp Glu Ala Asn Ala Arg Gly Glu Ala Val Gly Val His Cys Ala 
85 90 95 

Leu Gly Phe Gly Arg Thr Gly Thr Met Leu Ala Cys Tyr Leu Val Lys 
100 105* 110 

Glu Arg Ala Leu Ala Ala Gly Asp Ala lie Ala Glu He Arg Arg Leu 
115 120 125 

Arg Pro Gly Ser He Glu Thr Tyr Glu Gin Glu Lys Ala Val Phe Gin 
13 0 135 140 

Phe Tyr Gin Arg Thr Lys 
145 150 



<210> 3 
<211> 968 
<212> DNA 
<213> Mus sp. 

<400> 3 

cgcaactcgc ggccccgtag atggccctag 
tgcaccgccg cctttcgcgc gcgtcgcccc 
gggtgcgacg gagctgctgg tgcgcgcggg 
gcagcccggg ccgcgcgcgc ccggagtggc 
agctgaggac ctgctgacac acctggagcc 
cgacggcggc tcctgtctcg tgtactgcaa 
caccgcctac ctaatgcggc accgcggcca 
gagcgcccgc ccggtagccg agcccaattt 
gcagaccctt caggcccagg ccatcctgcc 
ctgttcggct gctgggtgac caagcgtcta 
ttctattagg cagctggctt tgggtgttgc 
ctgagtagga ggacttcgtt tattcatcat 
aggtagagaa attgagtgaa ggatagtctg 
tagatcagag tcctagctgc ctactccaag 
ctgtctcctg aacttctggt cccttagaaa 
gggcccacct ttggcttaca gctgctgtgc 
gagcgact 



ggtcgcaggg gttatgggca cctcggaggc 60 
cgcgctcttc atcgggaatg cgcgagccgc 12 0 
catcactttg tgcgtcaatg tctcccgcca 180 
ggaactacgc gtacccgtgt tcgacgaccc 24 0 
cacctgtgcc gccatggaag ccgcggtgcg 3 00 
gaacggccgc agtcgctcag ccgccgtctg 360 
cagcctggat cgcgccttcc agatggtgaa 420 
ggggttctgg gctcagctgc agaagtacga 480 
ccgggagccc attgatccgg agtaagccga 54 0 
tactgaaagg aagtgtccct tccctccttt 600 
cccatcttga tggtagtaca ggaacgtcta 660 
gtttggacca aatccaaacc agcacgtttt 720 
ggaagcctac gaacggttga tagcgagtga 78 0 
ggagtgcctg ggtttgtagg cagaacctat 84 0 
tgaacataga gtctcccagc aggagctcat 900 
catggaaggg aggccgtgca gactgcagct 96 0 

968 



<210> 4 
<211> 163 
<212> PRT 
<213> Mus sp. 



<400> 4 

Met Gly Thr Ser Glu Ala Ala Pro Pro Pro Phe Ala Arg Val Ala Pro 
15 10 15 



3 



Ala Leu Phe lie Gly Asn Ala Arg Ala Ala Gly Ala Thr Glu Leu Leu 
20 25 30 

Val Arg Ala Gly lie Thr Leu Cys Val Asn Val Ser Arg Gin Gin Pro 
35 40 45 

Gly Pro Arg Ala Pro Gly Val Ala Glu Leu Arg Val Pro Val Phe Asp 
50 55 60 

Asp Pro Ala Glu Asp Leu Leu Thr His Leu Glu Pro Thr Cys Ala Ala 
65 70 75 80 

Met Glu Ala Ala Val Arg Asp Gly Gly Ser Cys Leu Val Tyr Cys Lys 
85 90 95 

Asn Gly Arg Ser Arg Ser Ala Ala Val Cys Thr Ala Tyr Leu Met Arg 
100 105 110 

His Arg Gly His Ser Leu Asp Arg Ala Phe Gin Met Val Lys Ser Ala 
115 120 125 

Arg Pro Val Ala Glu Pro Asn Leu Gly Phe Trp Ala Gin Leu Gin Lys 
130 135 140 

Tyr Glu Gin Thr Leu Gin Ala Gin Ala lie Leu Pro Arg Glu Pro lie 
145 150 155 160 

Asp Pro Glu 



<210> 5 
<211> 1067 
<212> DNA 
<213> Mus sp. 

<400> 5 

cccgcgtccg gcgagcgcgg agcggcgagc ccggcgcggc catggggagt gggatgagcc 60 
agatcctgcc gggcctgtac attggcaact tcaaagacgc aagagatgca gaacagttga 120 
gcaggaacaa ggtgacacac attctttctg tgcacgatac tgccaggccc atgttggagg 180 
gagttaaata cctgtgtatt ccagcggcag acacaccatc tcaaaacctg acaagacatt 240 
tcaaagaaag cattaaattc attcatgagt gccgactcca gggtgagagc tgtcttgtac 3 00 
attgcctggc tggggtctcc aggagtgtga cattggtgat cgcatacatc atgactgtca 360 
ccgactttgg ctgggaagat gccttgcaca ctgttcgtgc ggggaggtcc tgtgccaacc 420 
ccaacctggg ctttcaaagg cagctgcagg agtttgagaa acatgaagtg caccagtatc 480 
ggcaatggct gagagaagag tatggagaga accctttgcg ggatgcagaa gaagccaaaa 540 
atattctggc tgccccggga attctgaagt actgggcctt tctcagaaga ctgtaatgta 600 
cctgaagttt ctgaaatatt gcaaagttca ggctggtgct gccaaaaaga aaagtgatgt 660 
aaagtttatt tttaagaatc caatagtgat ttgtatactt gttttttttt cattttaaac 720 
caaatgcatg tataatcatg ttggaatatg ttaagatcta tggatattct gtagcaagag 780 
aaaatatctt tgccttaact ccactgctgt ggttgttcct tggacctgac cgatgctcat 840 
acaataatct caagagccct gtctgtttcg taatagtaac tacttctcat gaacactacc 900 
caaggaggaa gcctgcacct gggaagtgtg cagtgtgagc tctgccctcc tgttaagttc 960 
tccagctcta gacatgtctc ttggtgtgtg ttttatctac tggtgttatt ctatatggta 1020 
gaattaccaa aagctattca gatttcttaa taaagggcaa atcaacc 1067 



4 



<210> 6 
<211> 184 
<212> PRT 
<213> Mus sp. 

<400> 6 

Met Gly Ser Gly Met Ser Gin lie Leu Pro Gly Leu Tyr lie Gly Asn 
15 10 15 

Phe Lys Asp Ala Arg Asp Ala Glu Gin Leu Ser Arg Asn Lys Val Thr 
2 0 25 3 0 

His He Leu Ser Val His Asp Thr Ala Arg Pro Met Leu Glu Gly Val 
35 40 45 

Lys Tyr Leu Cys He Pro Ala Ala Asp Thr Pro Ser Gin Asn Leu Thr 
50 55 6 0 

Arg His Phe Lys Glu Ser He Lys Phe He His Glu Cys Arg Leu Gin 
65 ' 70 75 80 

Gly Glu Ser Cys Leu Val His Cys Leu Ala Gly Val Ser Arg Ser Val 
85 90 95 

Thr Leu Val He Ala Tyr He Met Thr Val Thr Asp Phe Gly Trp Glu 
100 105 HO 

Asp Ala Leu His Thr Val Arg Ala Gly Arg Ser Cys Ala Asn Pro Asn 
115 120 125 

Leu Gly Phe Gin Arg Gin Leu Gin Glu Phe Glu Lys His Glu Val His 
130 135 140 

Gin Tyr Arg Gin Trp Leu Arg Glu Glu Tyr Gly Glu Asn Pro Leu Arg 
145 ^ 150 155 160 

Asp Ala Glu Glu Ala Lys Asn He Leu Ala Ala Pro Gly He Leu Lys 
165 170 175 

Tyr Trp Ala Phe Leu Arg Arg Leu 
180 



<210> 7 
<211> 597 
<212> DNA 
<213> Mus sp. 

<400> 7 

atggactcgc tacagaagca ggaacttcgg 
tccccctacc agccacccac actggcctct 
gccacactga cccacatcaa tgaggtctgg 
gccagagaca agggtcgtct aatccagctg 
ggcaagttcc aggtggacac aggtgccaag 
ggcattgagg ctgatgacaa ccccttcttt 
cgttacatca gagatgccct caatattccc 
ggggtgagtc gctctgccac aattgtcttg 
ctggtagatg ccatccagac ggtgcaggcc 



aggccaaaga ttcatggggc agtccaggtg 60 
ctgcagcgat tgctgtgggt ccgtcggact 120 
cccaaccttt tcttgggaga tgcgtatgct 180 
ggcattaccc atgttgtgaa tgtggctgcg 240 
ttctaccgtg gaacacctct ggagtactat 300 
gacctcagcg tccactttct gcctgttgct 360 
cgaagccgag tgctggtcca ctgcgctatg 420 
gccttcctca tgatcttcga gaacatgaca 480 
caccgagata tctgtcccaa ctcaggcttc 540 



5 

ctccgacagc tccaggttct ggacaacagg ctgaggcggg aaacaggaag actctga 5 97 



<210> 8 
<211> 198 
<212> PRT 
<213> Mus sp. 

<400> 8 

Met Asp Ser Leu Gin Lys Gin Glu Leu Arg Arg Pro Lys He His Gly 
1 5 10 15 

Ala Val Gin Val Ser Pro Tyr Gin Pro Pro Thr Leu Ala Ser Leu Gin 
20 25 30 

Arg Leu Leu Trp Val Arg Arg Thr Ala Thr Leu Thr His He Asn Glu 
35 40 45 

Val Trp Pro Asn Leu Phe Leu Gly Asp Ala Tyr Ala Ala Arg Asp Lys 
50 55 60 

Gly Arg Leu He Gin Leu Gly He Thr His Val Val Asn Val Ala Ala 
65 70 75 80 

Gly Lys Phe Gin Val Asp Thr Gly Ala Lys Phe Tyr Arg Gly Thr Pro 
85 9 0 95 

Leu Glu Tyr Tyr Gly He Glu Ala Asp Asp Asn Pro Phe Phe Asp Leu 
100 105 HO 

Ser Val His Phe Leu Pro Val Ala Arg Tyr He Arg Asp Ala Leu Asn 
115 120 125 

He Pro Arg Ser Arg Val Leu Val His Cys Ala Met Gly Val Ser Arg 
130 135 140 

Ser Ala Thr He Val Leu Ala Phe Leu Met lie Phe Glu Asn Met Thr 
145 150 155 160 

Leu Val Asp Ala lie Gin Thr Val Gin Ala His Arg Asp He Cys Pro 
165 170 175 

Asn Ser Gly Phe Leu Arg Gin Leu Gin Val Leu Asp Asn Arg Leu Arg 
180 185 190 

Arg Glu Thr Gly Arg Leu 
195 



<210> 9 
<211> 828 
<212> DNA 
<213> Mus sp. 

<400> 9 

atgcactccc tgaaccaaga aatcaaagca ttctcccggg ataatctcag gaagcagtgc 60 
accagggtga ccacgctaac tggaaagaaa cttatagaaa cctgggaaga tgccacagtt 120 
catgttgtgg agacagagcc cagcggtggg ggtggttgtg gctatgtgca ggaccttacc 180 
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ttggacctgc aagttggcgt tattaagccc tggttgcttc tggggtcaca ggatgctgct 24 0 
catgacctgg agctactgag aaagcataag gtgactcata ttctcaatgt tgcatatgga 300 
gttgaaaatg ctttcctcag tgagtttaca tataagacca tttctatact ggatgtgcct 360 
gaaaccaata tcctgtctta ttttccagaa tgttttgagt ttattgagca agcaaaactg 420 
aaggatggcg tggttctcgt gcactgtaat gcaggtgttt ccagggctgc tgcaattgtc 480 
attggcttcc tcatgagttc tgaagaagcc actttcacca ctgccctgtc gttggtgaaa 540 
gaggcgagac catccatatg tccgaatcct ggcttcatgg aacaactccg cacctaccaa 600 
gtaggcaagg agagcaatgg aggtgacaaa gtgcccgcgg aggacacgac cggtggtctg 66 0 
tgatctgtac tccagcagag gcaaacgact tctgcatcag actctgtcct cttgcctgtg 720 
ttttggaagg aaacttggaa aacttccctt ttctgttgtc ttttaccagt ggaaatgaac 780 
gttacctttg tcgccctgaa ttaatacatt ttaaagtttt accttttc 828 



<210> 10 
<211> 220 
<212> PRT 
<213> Mus sp. 

<400> 10 

Met His Ser Leu Asn Gin Glu lie Lys Ala Phe Ser Arg Asp Asn Leu 
15 10 15 

Arg Lys Gin Cys Thr Arg Val Thr Thr Leu Thr Gly Lys Lys Leu He 
20 25 30 

Glu Thr Trp Glu Asp Ala Thr Val His Val Val Glu Thr Glu Pro Ser 
35 40 45 

Gly Gly Gly Gly Cys Gly Tyr Val Gin Asp Leu Thr Leu Asp Leu Gin 
50 55 60 

Val Gly Val He Lys Pro Trp Leu Leu Leu Gly Ser Gin Asp Ala Ala 
65 70 75 80 

His Asp Leu Glu Leu Leu Arg Lys His Lys Val Thr His He Leu Asn 
85 90 95 

Val Ala Tyr Gly Val Glu Asn Ala Phe Leu Ser Glu Phe Thr Tyr Lys 
100 105 HO 

Thr He Ser He Leu Asp Val Pro Glu Thr Asn He Leu Ser Tyr Phe 
115 120 125 

Pro Glu Cys Phe Glu Phe He Glu Gin Ala Lys Leu Lys Asp Gly Val 
130 135 140 

Val Leu Val His Cys Asn Ala Gly Val Ser Arg Ala Ala Ala He Val 
145 150 155 160 

He Gly Phe Leu Met Ser Ser Glu Glu Ala Thr Phe Thr Thr Ala Leu 
165 170 175 

Ser Leu Val Lys Glu Ala Arg Pro Ser He Cys Pro Asn Pro Gly Phe 
180 185 190 

Met Glu Gin Leu Arg Thr Tyr Gin Val Gly Lys Glu Ser Asn Gly Gly 
195 200 205 
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Asp Lys Val Pro Ala Glu Asp Thr Thr Gly Gly Leu 
210 215 220 



<210> 11 
<211> 1379 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> modif ied_base 
<222> (39) 

<223> a, c, g, t, other or unknown 
<400> 11 

gggcgggcgg acgaggaggg acgctgggcc tgcccggtng cgcacggggg cggggaccgg 6 0 
caaggcggga ccatttcccg gcataggctc cggtgcccct gcccggctcc cgccgggaag 12 0 
ttctaggccg ccgcacagaa agccctgccc tccacgccgg gtctctggag cgccctgggt 180 
tgcccggccg gtccctgccg ctgacttgtt gacactgcga gcactcagtc cctcccgcgc 24 0 
gcctcctccc cgcccgcccc gccgctcctc ctccctgtaa catgccatag tgcgcctgcg 300 
accacacggc cggggcgcta gcgttcgcct tcagccacca tggggaatgg gatgaacaag 360 
atcctgcccg gcctgtacat cggcaacttc aaagatgcca gagacgcgga acaattgagc 42 0 
aagaacaagg tgacacatat tctgtctgtc cacgatagtg ccaggcctat gttggaggga 480 
gttaaatacc tgtgcatccc agcagcggat tcaccatctc aaaacctgac aagacatttc 540 
aaagaaagta ttaaattcat tcacgagtgc cggctccgcg gtgagagctg ccttgtacac 600 
tgcctggccg gggtctccag gagcgtgaca ctggtgatcg catacatcat gaccgtcact 660 
gactttggct gggaggatgc cctgcacacc gtgcgtgctg ggagatcctg tgccaacccc 720 
aacgtgggct tccagagaca gctccaggag tttgagaagc atgaggtcca tcagtatcgg 78 0 
cagtggctga aggaagaata tggagagagc cctttgcagg atgcagaaga agccaaaaac 84 0 
attctggccg ctccgggaat tctgaagttc tgggcctttc tcagaagact gtaatgtacc 900 
tgaagtttct gaaatattgc aaacccacag agtttaggct ggtgctgcca aaaagaaaag 960 
caacatagag tttaagtatc cagtagtgat ttgtaaactt gtttttcatt tgaagctgaa 1020 
tatatacgta gtcatgttta tgttgagaac taaggatatt ctttagcaag agaaaatatt 1080 
ttccccttat ccccactgct gtggaggttt ctgtacctcg cttggatgcc tgtaaggatc 1140 
ccgggagcct tgccgcactg ccttgtgggt ggcttggcgc tcgtgattgc ttcctgtgaa 1200 
cgcctcccaa ggacgagccc agtgtagttg tgtggcgtga actctgcccg tgtgttctca 1260 
aattccccag cttgggaaat agcccttggt gtgggtttta tctctggttt gtgttctccg 1320 
tggtggaatt gaccgaaagc tctatgtttt cgttaataaa gggcaactta gccaagttt 1379 



<210> 12 
<211> 184 
<212> PRT 

<213> Homo sapiens 
<400> 12 

Met Gly Asn Gly Met Asn Lys lie Leu Pro Gly Leu Tyr lie Gly Asn 
1 5 10 15 

Phe Lys Asp Ala Arg Asp Ala Glu Gin Leu Ser Lys Asn Lys Val Thr 
20 25 30 

His lie Leu Ser Val His Asp Ser Ala Arg Pro Met Leu Glu Gly Val 
35 40 45 



Lys Tyr Leu 
50 



Cys lie Pro Ala Ala Asp Ser Pro Ser Gin 
55 60 



Asn Leu Thr 
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Arg His Phe Lys Glu Ser lie Lys Phe lie His Glu Cys Arg Leu Arg 
65 70 75 80 

Gly Glu Ser Cys Leu Val His Cys Leu Ala Gly Val Ser Arg Ser Val 
85 90 95 

Thr Leu Val He Ala Tyr He Met Thr Val Thr Asp Phe Gly Trp Glu 
100 105 HO 

Asp Ala Leu His Thr Val Arg Ala Gly Arg Ser Cys Ala Asn Pro Asn 
115 120 125 

Val Gly Phe Gin Arg Gin Leu Gin Glu Phe Glu Lys His Glu Val His 
130 135 140 

Gin Tyr Arg Gin Trp Leu Lys Glu Glu Tyr Gly Glu Ser Pro Leu Gin 
145 ^ 150 155 160 

Asp Ala Glu Glu Ala Lys Asn He Leu Ala Ala Pro Gly He Leu Lys 
165 170 175 



Phe Trp Ala Phe Leu Arg Arg Leu 
180 



<210> 13 
<211> 1020 
<212> DNA 
<213> Mus sp. 



<400> 13 

gaacccctgg tattgaaagg gggactcagt 
gacaactccc tccagctcca agagtgccgg 
agcatgctac ctcagtctgt ccccaccacc 
atcctgccct tcctgttcct cggcaatgag 
aggctcaaca tcggctatgt catcaacgtc 
aaaggcctct tcaactacaa gaggctgcca 
cagtactttg aagaggcctt cgagttcatc 
ctcatccact gccaggccgg cgtgtcccga 
aagcacacac ggatgaccat gactgacgct 
atttccccga acctcaactt catggggcag 
ggcgtgacgc caagaatcct tacaccaaag 
cgggcaggac ggaaagggct gtgctctctc 
agcttgtcgc tcttctttcc tttccttttc 
tttttcttct tttctttctc tttctttctc 
aagtaaacaa acttgtctaa agactctatt 
gatgcgaatg agacccactt ctcttaaact 
ttggtttgtt ttgttttttt aagccaaccc 



agttttaaac agaaccatgg aaacctctgt 60 
gaggtggggg gtggtgcatc tgcggcctcg 120 
cctgacatcg agaacgcaga gctaacgccc 180 
caggatgctc aggacctaga caccatgcag 24 0 
accacgcacc ttcctctgta ccattatgag 300 
gccacagaca gcaacaaaca gaacctgcgg 360 
gaggaagctc accagtgtgg gaagggcctt 42 0 
tccgccacca tcgtcatcgc ctacttgatg 480 
tacaaattcg tcaaaggcaa acgaccaatt 540 
ttgctggaat ttgaggatga cctaaacaac 600 
ctcatgggca tggagacagt tgtgtgacaa 660 
aggagacgaa aaggagggaa ggtggattct 720 
ttttctcttc tcttcttttc ttttcttttc 780 
tctttttttt aaggttggga gtgtttgtga 840 
tttaataagt gtaagaagac tgtaactttt 900 
ggtattgcag ttaggttaaa gaggtctttt 960 
ataaaaatat tataaaactt ggttctttcc 1020 



<210> 14 
<211> 218 
<212> PRT 
<213> Mus sp. 



<400> 14 

Glu Pro Leu Val Leu Lys Gly Gly Leu Ser Ser Phe Lys Gin Asn His 
1 5 10 15 
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Gly Asn Leu Cys Asp Asn Ser Leu Gin Leu Gin Glu Cys Arg Glu Val 
20 25 30 

Gly Gly Gly Ala Ser Ala Ala Ser Ser Met Leu Pro Gin Ser Val Pro 
35 40 45 

Thr Thr Pro Asp lie Glu Asn Ala Glu Leu Thr Pro lie Leu Pro Phe 
50 55 60 

Leu Phe Leu Gly Asn Glu Gin Asp Ala Gin Asp Leu Asp Thr Met Gin 
65 70 75 80 

Arg Leu Asn lie Gly Tyr Val lie Asn Val Thr Thr His Leu Pro Leu 

85 90 95 

\ 

Tyr His Tyr Glu Lys Gly Leu Phe Asn Tyr Lys Arg Leu Pro Ala Thr 
100 105 110 

Asp Ser Asn Lys Gin Asn Leu Arg Gin Tyr Phe Glu Glu Ala Phe Glu 
115 120 125 

Phe lie Glu Glu Ala His Gin Cys Gly Lys Gly Leu Leu He His Cys 
130 135 140 

Gin Ala Gly Val Ser Arg Ser Ala Thr He Val He Ala Tyr Leu Met 
145 150 155 160 

Lys His Thr Arg Met Thr Met Thr Asp Ala Tyr Lys Phe Val Lys Gly 
165 170 175 

Lys Arg Pro He He Ser Pro Asn Leu Asn Phe Met Gly Gin Leu Leu 
180 185 190 

Glu Phe Glu Asp Asp Leu Asn Asn Gly Val Thr Pro Arg He Leu Thr 
195 200 205 

Pro Lys Leu Met Gly Met Glu Thr Val Val 
210 215 



<210> 15 
<211> 1241 
<212> DNA 
<213> Mus Sp. 



<400> 15 

atggttggaa 

cgccagctcg 

ggcagtggcg 

ctctgaaccg 

ggcgctggac 

cggccaggct 

cagtgttgct 

ctacgacatc 

actgaaactg 

gtaccgttta 

cttcgctgtt 



gcgcagggta 
gcagggcacg 
gaaccgggcc 
gctttcccgg 
aaacccgaga 
cgctccgaag 
gtagtgatgg 
ctccggacgg 
tatgaggcaa 
caaaaggtga 
gacccaacta 



ctaaccatgg 
ccgtggaagt 
atctgaggga 
ctggggctgg 
ccgacctgct 
gccgcgcggt 
cttttataat 
tcaagccaga 
tgggatacga 
ctgagaagta 
ccatttcaca 



ctgcgagcgc 
gcggcccggg 
ggcgggcatc 
gttcgaaggt 
cagccacctg 
gttggtgcac 
gaagaccgac 
ggctaaagtg 
agtcgatacg 
tccagaactt 
gggattaaaa 



caggctccga 
ctgtatctgg 
accgccgtgc 
ctccggagcc 
gatcgctgcg 
tgtcatgcag 
cagcttacct 
aatgaggggt 
tccagtgcct 
tggaatttac 
gatgacattc 



ctgccagtcc 60 
gtggggcagc 12 0 
tgacggtgga 18 0 
tcttcgtgcc 240 
tggccttcat 300 
gagtcagtcg 360 
ttgaaaaagc 420 
ttgaatggca 480 
tttacaagca 540 
ctcaggaact 600 
tctacaaatg 660 
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cagaaaatgc 
tgggccaata 
tcaggctcag 
gggcgttatg 
ctggtatggt 
gaacagagtg 
aacttaggac 
tggcggatgt 
ggttggtagc 
gttatgtaag 



aggcggtctt 
gcctttgctc 
tgcacgtctt 
gatggacagc 
gaacagtgct 
gatgaaatga 
ccagcttggg 
caaacttctt 
ttattatgtg 
ttggatttgt 



tatttagaca 
acaagagaac 
acttcattga 
ttctttgccc 
cgtgtggtcg 
aaatgttgcc 
ctagatcctg 
ttggaatgtc 
gcatatatac 
tattaaaatc 



ttctagtatt 
ggcgccatct 
gcctgtgcag 
aaaatgcagt 
atggataacc 
ggcgctgggt 
tgaaaggcac 
cgaagacaat 
agttacgttg 
ttttataacc 



ttgggtcata 
tctgtactta 
tggatggaat 
gccaagttgg 
cctgcttttc 
tcacagacaa 
ttccccgttg 
tactgactgt 
cttggcaatt 
c 



gtgaaggaag 
ccacagggag 
ctactctgtt 
gttcctttaa 
aaatacacaa 
agaagctgtg 
tcatcattca 
aacagctgtg 
cagatattta 



720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1241 



<210> 16 

<211> 339 

<212> PRT 

<213> Mus Sp. 

<400> 16 

Met Leu Glu Ala Gin Gly Thr Asn His Gly Cys Glu Arg Gin Ala Pro 
15 10 15 

Thr Ala Ser Pro Ala Ser Ser Ala Gly His Ala Val Glu Val Arg Pro 
20 25 30 

Gly Leu Tyr Leu Gly Gly Ala Ala Ala Val Ala Glu Pro Gly His Leu 
35 40 45 

Arg Glu Ala Gly lie Thr Ala Val Leu Thr Val Asp Ser Glu Pro Ala 
50 55 60 

Phe Pro Ala Gly Ala Gly Phe Glu Gly Leu Arg Ser Leu Phe Val Pro 
65 70 75 80 

Ala Leu Asp Lys Pro Glu Thr Asp Leu Leu Ser His Leu Asp Arg Cys 
85 90 95 

Val Ala Phe lie Gly Gin Ala Arg Ser Glu Gly Arg Ala Val Leu Val 
100 105 HO 

His Cys His Ala Gly Val Ser Arg Ser Val Ala Val Val Met Ala Phe 
115 120 125 

lie Met Lys Thr Asp Gin Leu Thr Phe Glu Lys Ala Tyr Asp lie Leu 
130 135 140 

Arg Thr Val Lys Pro Glu Ala Lys Val Asn Glu Gly Phe Glu Trp Gin 
145 150 155 160 

Leu Lys Leu Tyr Glu Ala Met Gly Tyr Glu Val Asp Thr Ser Ser Ala 
165 170 175 

Phe Tyr Lys Gin Tyr Arg Leu Gin Lys Val Thr Glu Lys Tyr Pro Glu 
180 185 190 



Leu Trp Asn Leu Pro Gin Glu Leu Phe Ala Val Asp Pro Thr Thr lie 
195 200 205 



11 



Ser Gin Gly Leu 
210 

Arg Ser Leu Phe 
225 

Gly Pro lie Ala 



Thr Thr Gly Ser 
260 

Gin Trp Met Glu 
275 

Cys Pro Lys Cys 
290 

Gin Cys Ser Cys 
305 

Asn Arg Val Asp 



Lys Lys Leu 



Lys Asp Asp lie 
215 

Arg His Ser Ser 
230 

Phe Ala His Lys 
245 

Gin Ala Gin Cys 



Ser Thr Leu Leu 
280 

Ser Ala Lys Leu 
295 

Gly Arg Trp lie 
310 

Glu Met Lys Met 
325 



Leu Tyr Lys Cys 
220 

lie Leu Gly His 
235 

Arg Thr Ala Pro 
250 

Thr Ser Tyr Phe 
265 

Gly Val Met Asp 



Gly Ser Phe Asn 
3 00 

Thr Pro Ala Phe 
315 

Leu Pro Ala Leu 
330 



Arg Lys Cys Arg 



Ser Glu Gly Ser 
240 

Ser Ser Val Leu 
255 

lie Glu Pro Val 
270 

Gly Gin Leu Leu 
285 

Trp Tyr Gly Glu 



Gin lie His Lys 
320 

Gly Ser Gin Thr 
335 



<210> 17 
<211> 904 
<212> DNA 

<213> Homo sapiens 
<400> 17 

gtgttccgct caggcagagt 
atgccccagg atggactcac 
agtccaggca tctccctacc 
ccgtcaggct gccacactga 
tgcgtacgca gcccgggaca 
tgccgctgca ggcaagttcc 
ggagtactat ggcattgagg 
gcctgttgct cgatacatcc 
ctgtgccatg ggggtaagcc 
gaacatgacg ctggtagagg 
ctcaggcttc ctccggcagc 
gttctgatct ggcaggcagc 
ctgggaacag caggctctgc 
tgaggcagag 9 ca 999 ata 9 
attcagagat tctttatgca 
teat 



cctgcccctg cacccactcc 
tgeagaagea ggacctccgg 
agccgcccac attggcttcg 
accatatcga tgaggtctgg 
agagcaagct gatccagctg 
aggtggacac aggtgccaaa 
eggacgacaa ccccttcttc 
gagctgccct cagtgttccc 
gctctgccac acttgtcctg 
ccatccagac ggtgcaggcc 
tccaggttct ggacaaccga 
caggatccct gacccttggc 
tgtttctagt gaccctgaga 
ctgggtggtg acctcttagc 
aaagtgagtt cagtccatct 



cccattcccg gccccaggcc 60 
aggeccaaga tccatggggc 120 
ctgcagcgct tgctgtgggt 18 0 
cccagcctct tcctgggaga 240 
ggaatcaccc acgttgtgaa 300 
ttctaccgtg gaatgtccct 360 
gacctcagtg tctactttct 420 
caaggccgcg tgctggtaca 480 
gccttcctca tgatctatga 540 
caccgcaata tctgccctaa 600 
ctggggcggg agaeggggeg 66 0 
ccaaccccac cagcctggcc 72 0 
tgtaaacagc aagtgggggc 780 
gggtggattt ccctgaccca 840 
ctataataaa atattcatcg 900 

904 



<210> 18 
<211> 198 
<212> PRT 

<213> Homo sapiens 
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<400> 18 

Met Asp Ser Leu Gin Lys Gin Asp Leu Arg Arg Pro Lys lie His Gly 
1 5 10 15 

Ala Val Gin Ala Ser Pro Tyr Gin Pro Pro Thr Leu Ala Ser Leu Gin 
20 25 30 

Arg Leu Leu Trp Val Arg Gin Ala Ala Thr Leu Asn His lie Asp Glu 
35 ~ 40 45 

Val Trp Pro Ser Leu Phe Leu Gly Asp Ala Tyr Ala Ala Arg Asp Lys 
50 55 60 

Ser Lys Leu lie Gin Leu Gly lie Thr His Val Val Asn Ala Ala Ala 
65 70 75 80 

Gly Lys Phe Gin Val Asp Thr Gly Ala Lys Phe Tyr Arg Gly Met Ser 
85 90 95 

Leu Glu Tyr Tyr Gly lie Glu Ala Asp Asp Asn Pro Phe Phe Asp Leu 
100 105 110 

Ser Val Tyr Phe Leu Pro Val Ala Arg Tyr lie Arg Ala Ala Leu Ser 
115 120 125 

Val Pro Gin Gly Arg Val Leu Val His Cys Ala Met Gly Val Ser Arg 
130 135 140 

Ser Ala Thr Leu Val Leu Ala Phe Leu Met lie Tyr Glu Asn Met Thr 
145 150 155 160 

Leu Val Glu Ala lie Gin Thr Val Gin Ala His Arg Asn lie Cys Pro 
165 170 175 

Asn Ser Gly Phe Leu Arg Gin Leu Gin Val Leu Asp Asn Arg Leu Gly 
180 185 190 

Arg Glu Thr Gly Arg Phe 
195 



<210> 19 
<211> 908 
<212> DNA 

<213> Homo sapiens 



<400> 19 

gtgagaggag 

cctgagactt 

ccagcgtaga 

tcatctcagg 

tttctcagca 

gccattgtca 

aaggtgcctg 

gatcttatcc 

gtgagccgtt 

ctggacgccc 

tgggaacagc 



acagaaagag 
ggcggcgcgg 
gagacctcgg 
gtgtccagca 
atggtgtggc 
atgcctcggt 
ttaccgatgc 
acaccatcga 
ccgcctcact 
atacatggac 
tcatcaatta 



ggtggtggcc 
ctgctatcct 
accagccgcc 
gccctccatc 
cgccaacgac 
ggaagtggtc 
tcgtgactcg 
tatgaggcag 
gtgccttgcg 
caagtcgcgc 
cgaattcaag 



gatagctggt 
gaactagctt 
ttgatgacag 
tacagcttct 
aaactccttc 
aacgtattct 
cgtctctacg 
ggccgtacgc 
tacctcatga 
cgccccatca 
ctgtttaata 



cctctttctc 
ggtaagtgtt 
catccgcgtc 
cccaaataac 
tgtccagcaa 
tcgagggcat 
acttttttga 
tgctgcactg 
aataccactc 
tccggcccaa 
acaacaccgt 



caacacctag 
gtgtcccgaa 
ctccttttca 
cagaagcttg 
tcgcatcacc 
tcagtacata 
ccccattgct 
catggctgga 
catgtcgctg 
caacggcttt 
gcgcatgatc 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 ' 
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aactcgccgg taggtaacat 
atgtaagcca tcccggccag 
ttgaacactg acattttgtt 
aaaagggagg gggttggagt 
tgaaacat 



ccctgacatc tatgagaagg 
cccctgacat ctgccatcga 
agtaaagaaa accggatggt 
tttgaacgta gtaagcctta 



acctacgtat gatgatatca 720 
tcttgcacca agactgaact 780 
gccttgttaa agggcaagaa 84 0 
ccttaataga attaaattca 900 

908 



<210> 20 
<211> 190 
<212> PRT 

<213> Homo sapiens 
<400> 20 

Met Thr Ala Ser Ala Ser Ser Phe Ser Ser Ser Gin Gly Val Gin Gin 
15 10 15 

Pro Ser lie Tyr Ser Phe Ser Gin lie Thr Arg Ser Leu Phe Leu Ser 
20 25 30 

Asn Gly Val Ala Ala Asn Asp Lys Leu Leu Leu Ser Ser Asn Arg lie 
35 40 45 

Thr Ala He Val Asn Ala Ser Val Glu Val Val Asn Val Phe Phe Glu 
50 55 60 

Gly He Gin Tyr lie Lys Val Pro Val Thr Asp Ala Arg Asp Ser Arg 
65 70 75 80 

Leu Tyr Asp Phe Phe Asp Pro He Ala Asp Leu He His Thr He Asp 
85 ^ 90 95 

Met Arg Gin Gly Arg Thr Leu Leu His Cys Met Ala Gly Val Ser Arg 
100 105 HO 

Ser Ala Ser Leu Cys Leu Ala Tyr Leu Met Lys Tyr His Ser Met Ser 
115 120 125 

Leu Leu Asp Ala His Thr Trp Thr Lys Ser Arg Arg Pro He He Arg 
130 135 140 

Pro Asn Asn Gly Phe Trp Glu Gin Leu He Asn Tyr Glu Phe Lys Leu 
145 ' 150 155 160 

Phe Asn Asn Asn Thr Val Arg Met He Asn Ser Pro Val Gly Asn He 
165 170 175 

Pro Asp He Tyr Glu Lys Asp Leu Arg Met Met He Ser Met 
180 185 190 



<210> 21 
<211> 775 
<212> DNA 

<213> Homo sapiens 
<400> 21 

aattacttag cggcgactga gcctatcgag cagttttcca tggacacagc ctagcagaaa 60 
gacgcagcct tcgtgcttcg ctgactgctg accactgacc caccgccttg atgacagcac 120 
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cctcgtgtgc cttcccagtt 
ccaaaagcct gtatatcagc 
accagatcac catggtcatc 
tccagtacat gcaggtacct 
accctattgc tgaccatatc 
gtgctgctgg tgtgagccgc 
ccatgtccct gctggacgcc 
acagcggctt ttgggagcag 
tgcacatggt cagttcccca 
tgatgattcc actgtgagcc 
attgttgatc ttacaccaag 



cagttccggc agccctcagt 
aatggtgtgg ccgccaacaa 
aatgtctcag tggaggtagt 
gtggctgact cccctaactc 
cacagcgtgg agatgaagca 
tcagctgccc tgtgcctcgc 
cacacgtgga ccaagtcatg 
ctcatccact atgagttcca 
gtgggaatga tccctgacat 
atcccacgag cccctgcatt 
atccaaactt gaacattcta 



cagcggcctc tcgcagataa 180 
caagctcatg ctgtctagca 240 
gaacaccttg tatgaggata 300 
acgtctctgt gacttctttg 360 
gggccgtact ttgctgcact 420 
ctacctcatg aagtaccacg 480 
ccggcccatc atccgaccca 540 
attgtttggc aagaacactg 600 
ctatgagaag gaagtccgtt 660 
ggagtcagag gtacagatct 72 0 
cttttgttga tacag 775 



<210> 22 
<211> 188 
<212> PRT 

<213> Homo sapiens 
<400> 22 

Met Thr Ala Pro Ser Cys Ala Phe Pro Val Gin Phe Arg Gin Pro Ser 
15 10 15 

Val Ser Gly Leu Ser Gin lie Thr Lys Ser Leu Tyr lie Ser Asn Gly 
20 25 30 

Val Ala Ala Asn Asn Lys Leu Met Leu Ser Ser Asn Gin lie Thr Met 
35 40 45 

Val lie Asn Val Ser Val Glu Val Val Asn Thr Leu Tyr Glu Asp lie 
50 55 60 

Gin Tyr Met Gin Val Pro Val Ala Asp Ser Pro Asn Ser Arg Leu Cys 
65 70 75 80 

Asp Phe Phe Asp Pro lie Ala Asp His He His Ser Val Glu Met Lys 
85 90 95 

Gin Gly Arg Thr Leu Leu His Cys Ala Ala Gly Val Ser Arg Ser Ala 
100 105 HO 

Ala Leu Cys Leu Ala Tyr Leu Met Lys Tyr His Ala Met Ser Leu Leu 
115 120 125 

Asp Ala His Thr Trp Thr Lys Ser Cys Arg Pro He He Arg Pro Asn 
130 135 140 

Ser Gly Phe Trp Glu Gin Leu lie His Tyr Glu Phe Gin Leu Phe Gly 
145 ' 150 155 160 

Lys Asn Thr Val His Met Val Ser Ser Pro Val Gly Met He Pro Asp 
165 170 175 



He Tyr Glu Lys Glu Val Arg Leu Met He Pro Leu 
180 185 



15 



<210> 23 

<211> 1251 

<212> DNA 

<213> Homo sapiens 



<400> 23 

tgggcgcggc 

gcgccagcag 

gtggggccgc 

taacagtgga 

gcctcttcgt 

gcgtggcctt 

caggagtcag 

cctttgaaaa 

ggtttgagtg 

caatttataa 

tacctcaaga 

ttctctacaa 

accgtgaagg 

ttaccacagg 

aatctgcttt 

tgggttcctt 

ttcaaataca 

caggaaaaat 

tgcctttgct 

gggagaagat 

cttttgatca 



catgttggag 
agtcagctgt 
ggccgtcgcg 
ctcggaggag 
gccagcgctg 
catcggtcag 
tcgaagtgtg 
agcctatgaa 
gcaactgaaa 
gcaatatcgt 
actctttgct 
gtgtagaaag 
aagtggacct 
gaggcaagct 
gttgggagtg 
caactggtat 
taagaataga 
atgaacatga 
tcttatcatt 
aaaatcactt 
tgtacatttt 



gctccgggcc 
gccgggcaga 
gagccagatc 
cccagcttca 
gacaaacccg 
gcccgcgctg 
gccataataa 
aagctccaga 
ttataccagg 
ttacaaaagg 
gttgacccaa 
tgcaggcgat 
atagcctttg 
caatgtacat 
atggatggac 
ggtgaacagt 
gtggatgaaa 
tattttatag 
catggcagat 
gatgtaacct 
atttgatatt 



cgagtgatgg 
tgctggaagt 
acctgaggga 
aggcggggcc 
agacggacct 
agggccgtgc 
ctgcttttct 
ttctcaaacc 
caatgggata 
ttacagagaa 
ctaccgtttc 
cattatttcg 
cccacaagag 
cttatttcat 
agcttctttg 
gctcttgtgg 
tgaaaatatt 
cttgggaaga 
tgttagtgct 
ggaaactatg 
aaaatctttt 



ctgcgagctc 
gcagccagga 
agcgggcatc 
tggggtcgag 
actcagccat 
ggtgttggtg 
catgaagact 
agaggctaag 
tgaagtggat 
gtatccagaa 
acaaggattg 
aagttctagt 
aatgacacca 
tgaacctgta 
cccaaaatgc 
taggtggata 
gcctgttttg 
aacttgcaga 
ttcaacattt 
ctttacatgg 
ataaccagaa 



agcaacccca 
ttgtatttcg 
acggccgtgc 
gatctatggc 
ctggaccggt 
cactgtcatg 
gaccaacttc 
atgaatgagg 
acctctagtg 
ttgcagaatt 
aaagatgagg 
attctggatc 
tcttccatgc 
cagtggatgg 
agtgccaagt 
acacctgctt 
ggatcacaaa 
tgatatgtgc 
catttgaaat 
caatcaaagc 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1251 



<210> 24 
<211> 340 
<212> PRT 

<213> Homo sapiens 
<400> 24 

Met Leu Glu Ala Pro Gly Pro Ser Asp Gly Cys Glu Leu Ser Asn Pro 
15 10 15 

Ser Ala Ser Arg Val Ser Cys Ala Gly Gin Met Leu Glu Val Gin Pro 
20 25 30 

Gly Leu Tyr Phe Gly Gly Ala Ala Ala Val Ala Glu Pro Asp His Leu 
35 40 45 

Arg Glu Ala Gly lie Thr Ala Val Leu Thr Val Asp Ser Glu Glu Pro 
50 55 60 

Ser Phe Lys Ala Gly Pro Gly Val Glu Asp Leu Trp Arg Leu Phe Val 
65 70 75 80 

Pro Ala Leu Asp Lys Pro Glu Thr Asp Leu Leu Ser His Leu Asp Arg 
85 90 95 

Cys Val Ala Phe lie Gly Gin Ala Arg Ala Glu Gly Arg Ala Val Leu 
100 105 110 



Val His Cys His Ala Gly Val Ser Arg Ser Val Ala lie lie Thr Ala 
115 120 125 
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Phe Leu Met Lys Thr Asp Gin Leu Pro Phe Glu Lys Ala Tyr Glu Lys 
130 135 140 

Leu Gin lie Leu Lys Pro Glu Ala Lys Met Asn Glu Gly Phe Glu Trp 
145 150 155 160 

Gin Leu Lys Leu Tyr Gin Ala Met Gly Tyr Glu Val Asp Thr Ser Ser 
165 170 175 

Ala He Tyr Lys Gin Tyr Arg Leu Gin Lys Val Thr Glu Lys Tyr Pro 
180 185 190 

Glu Leu Gin Asn Leu Pro Gin Glu Leu Phe Ala Val Asp Pro Thr Thr 
195 200 205 

Val Ser Gin Gly Leu Lys Asp Glu Val Leu Tyr Lys Cys Arg Lys Cys 
210 215 22 0 

Arg Arg Ser Leu Phe Arg Ser Ser Ser He Leu Asp His Arg Glu Gly 
225 " 230 235 240 

Ser Gly Pro He Ala Phe Ala His Lys Arg Met Thr Pro Ser Ser Met 
245 250 255 

Leu Thr Thr Gly Arg Gin Ala Gin Cys Thr Ser Tyr Phe He Glu Pro 
260 265 270 

Val Gin Trp Met Glu Ser Ala Leu Leu Gly Val Met Asp Gly Gin Leu 
275 280 285 

Leu Cys Pro Lys Cys Ser Ala Lys Leu Gly Ser Phe Asn Trp Tyr Gly 
290 295 300 

Glu Gin Cys Ser Cys Gly Arg Trp He Thr Pro Ala Phe Gin He His 
305 310 315 320 

Lys Asn Arg Val Asp Glu Met Lys He Leu Pro Val Leu Gly Ser Gin 
325 330 335 

Thr Gly Lys He 
340 



<210> 25 

<211> 687 

<212> DNA 

<213> Homo sapiens 



<400> 25 

gggcgcctga 

catgggaccg 

gcgcgtcgcg 

ggcgcgcgcg 

gcccggcgtg 

gcacctggag 

agtctactgc 

gcaccgcggc 



gccccctata 
tcagaagctg 
ccctcactct 
ggagtcactc 
gcagagctgc 
cccacgtgcg 
aagaacggcc 
ctcagcctgg 



tagatcctca 
ggcgccgcgg 
tcctcgggag 
tgtgcgtcaa 
gcgtgcccgt 
ccgccatgga 
gcagccagct 
cgaaggcctt 



gggcccagaa 
ggccgcctcg 
cgcgcgagcc 
cgtctcccgc 
gttcgacgac 
ggccgcggtg 
cggcgccgtc 
ccagatggtg 



gcagactctt 
cccgtaccgc 
gcgggcgcgg 
cagcagcccg 
ccggctgagg 
cgcgccggcg 
tgcaccgcgt 
aagagcgctc 



cggcgggcgc 60 
caccgttggt 120 
aggagcagct 180 
gcccgcgcgc 24 0 
acctgctggc 300 
gcgcctgcct 360 
acctcatgcg 420 
gcccggtagc 4 80 
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agaaccgaac ccgggcttct ggtctcagct ccagaagtat gaggaggccc tccaggccca 54 0 
gtcctgcctg cagggagagc ccccagcctt agggttgggc cctgaggctt gaagcttgaa 600 
ggcctgctgc ctggaggaag gatgtccctg cactgataca gaaggctggt ctttaccctt 66 0 
cttcctcact gtcatatcga gttttcc 687 



<210> 26 
<211> 176 
<212> PRT 

<213> Homo sapiens 
<400> 26 

Met Gly Pro Ser Glu Ala Gly Arg Arg Gly Ala Ala Ser Pro Val Pro 
1 ' 5 10 15 

Pro Pro Leu Val Arg Val Ala Pro Ser Leu Phe Leu Gly Ser Ala Arg 
20 25 30 

Ala Ala Gly Ala Glu Glu Gin Leu Ala Arg Ala Gly Val Thr Leu Cys 
35 40 45 

Val Asn Val Ser Arg Gin Gin Pro Gly Pro Arg Ala Pro Gly Val Ala 
50 55 60 

Glu Leu Arg Val Pro Val Phe Asp Asp Pro Ala Glu Asp Leu Leu Ala 
65 70 75 80 

His Leu Glu Pro Thr Cys Ala Ala Met Glu Ala Ala Val Arg Ala Gly 
85 90 95 

Gly Ala Cys Leu Val Tyr Cys Lys Asn Gly Arg Ser Gin Leu Gly Ala 
100 105 HO 

Val Cys Thr Ala Tyr Leu Met Arg His Arg Gly Leu Ser Leu Ala Lys 
115 120 125 

Ala Phe Gin Met Val Lys Ser Ala Arg Pro Val Ala Glu Pro Asn Pro 
130 135 140 

Gly Phe Trp Ser Gin Leu Gin Lys Tyr Glu Glu Ala Leu Gin Ala Gin 
145 150 155 160 

Ser Cys Leu Gin Gly Glu Pro Pro Ala Leu Gly Leu Gly Pro Glu Ala 
165 170 175 



<210> 27 

<211> 901 

<212> DNA 

<213> Homo sapiens 



<400> 27 

acctgggcaa 

tttgttccca 

ccggaataat 

agaaacatgg 

tggttgtggt 

gttgctccta 



taagggacta 
gccactgctc 
ctcaggaagc 
aaagatgcca 
tatgtgcagg 
gggtcacaag 



gcagttcagc 
atgtaatgta 
aatgcaccag 
gaattcatgt 
accttagctc 
atgctgctca 



cgttttctat 
ctcccttaac 
ggtgacaacg 
tgtggaagaa 
ggacctgcaa 
tgatttggat 



gcctgctgga 
caggaaatta 
ctaactggaa 
gtagagccga 
gttggcgtta 
acactgaaaa 



tttgtttgta 60 
aagcattctc 120 
agaaaattat 180 
gcagtggggg 24 0 
ttaagccatg 300 
agaataaggt 360 
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gactcatatt 
taagagcatt 
ttttgaattt 
aggcgtttcc 
atttaccagt 
cttcatggag 
acaggagaac 
tgacttctat 
ctcttgcctt 

g 



cttaatgttg 
tctatattgg 
attgaagaag 
agggctgctg 
gctttttctt 
cagcttcgta 
agttcatgag 
agccatcttt 
ttttatgcat 



catatggagt 
atctgcctga 
caaaaagaaa 
caattgtaat 
tggtgaaaaa 
catatcaaga 
ttgcattgta 
tccctttttt 
aaatggaggt 



tgaaaatgct 
aaccaacatc 
agatggagtg 
aggtttcctg 
tgcaagacct 
gggcaaagaa 
gcagacaatg 
ggagagtaga 
caatctgatt 



ttcctcagtg 
ctgtcttatt 
gttcttgttc 
atgaattctg 
tccatatgtc 
agcaataagt 
gacaactgta 
ctagcaaaat 
gtcctgacct 



actttacata 
ttccagaatg 
attgtaatgc 
aacaaacctc 
caaattctgg 
gtgacagaat 
gtttctgaat 
tccctttttt 
actgtataaa 



420 
480 
540 
600 
660 
720 
780 
840 
900 
901 



<210> 28 
<211> 217 
<212> PRT 

<213> Homo sapiens 
<400> 28 

Met Tyr Ser Leu Asn Gin Glu lie Lys Ala Phe Ser Arg Asn Asn Leu 
1 5 10 15 

Arg Lys Gin Cys Thr Arg Val Thr Thr Leu Thr Gly Lys Lys lie lie 
20 25 30 

Glu Thr Trp Lys Asp Ala Arg lie His Val Val Glu Glu Val Glu Pro 
35 " 40 45 

Ser Ser Gly Gly Gly Cys Gly Tyr Val Gin Asp Leu Ser Ser Asp Leu 
50 55 60 

Gin Val Gly Val lie Lys Pro Trp Leu Leu Leu Gly Ser Gin Asp Ala 
65 70 75 80 

Ala His Asp Leu Asp Thr Leu Lys Lys Asn Lys Val Thr His lie Leu 
85 90 95 

Asn Val Ala Tyr Gly Val Glu Asn Ala Phe Leu Ser Asp Phe Thr Tyr 
100 105 110 

Lys Ser lie Ser lie Leu Asp Leu Pro Glu Thr Asn lie Leu Ser Tyr 
115 120 125 

Phe Pro Glu Cys Phe Glu Phe lie Glu Glu Ala Lys Arg Lys Asp Gly 
130 135 140 

Val Val Leu Val His Cys Asn Ala Gly Val Ser Arg Ala Ala Ala lie 
145 150 155 160 

Val lie Gly Phe Leu Met Asn Ser Glu Gin Thr Ser Phe Thr Ser Ala 
165 170 175 

Phe Ser Leu Val Lys Asn Ala Arg Pro Ser lie Cys Pro Asn Ser Gly 
180 185 190 



Phe Met Glu Gin Leu Arg Thr Tyr Gin Glu Gly Lys Glu Ser Asn Lys 
195 200 205 
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Cys Asp Arg lie Gin Glu Asn Ser Ser 
210 215 



<210> 29 

<211> 2050 

<212> DNA 

<213 > Homo sapiens 

<220> 

<221> modif ied_base 
<222> (1954) 

<223> a, c, g, t, other or unknown 
<220> 

<221> modif ied_base 
<222> (2010) 

<223> a, c, g, t, other or unknown 
<220> 

<221> modif ied_base 
<222> (2032) 

<223> a, c # g, t, other or unknown 
<400> 29 

cactataggg cgaattgggc ctctagatgc atgctcgagc ggccgccagt gtgatggata 60 
tctgcagaat tcgcccttac gatttaggtg acactataga aggtacgcct gcaggtaccg 120 
gtccggaatt cccgggtcga cccacgcgtc cgcaatgaag ccgagtgaat gggggctgaa 180 
tgtgcgagtc catagctgaa gaggagcgcc agatggtgga ggaatacact tatttatgaa 24 0 
actgtcttga gttcttcttg aattgccagt tttcagcctc ctcatgcctc. cgtctccttt 300 
agacgacagg gtagtagtgg cactatctag gcccgtccga cctcaggatc tcaacctttg 36 0 
tttagactct agttaccttg gctctgccaa cccaggcagt aacagccacc ctcctgtcat 420 
cgccaccacc gttgtgtccc tcaaggctgc gaatctgacg tatatgccct catccagcgg 480 
ctctgcccgc tcgctgaatt gtggatgcag cagtgccagc tgctgcactg tggcaaccta 54 0 
cgacaaggac aatcaggccc aaacccaagc cattgccgct ggcaccacca ccactgccat 600 
cggaacctct accacctgcc ctgctaacca gatggtcaac aataatgaga atacaggctc 660 
tctaagtcca tcaagtgggg tgggcagccc tgtgtcaggg acccccaagc agctagccag 720 
catcaaaata atctacccca atgacttggc aaagaagatg accaaatgca gcaagagtca 780 
cctgccgagt cagggccctg teat cat tga ctgcaggccc ttcatggagt acaacaagag 84 0 
tcacatccaa ggagctgtcc acattaactg tgccgataag atcagccggc ggagactgea 900 
gcagggcaag atcactgtcc tagacttgat ttcctgtagg gaaggcaagg actctttcaa 960 
gaggatcttt tccaaagaaa ttatagttta tgatgagaat accaatgagc caagecgagt 1020 
gatgccctcc cagccacttc acatagtcct cgagtccctg aagagagaag gcaaagaacc 1080 
tctggtgttg aaaggtggac ttagtagttt taagcagaac catgaaaacc tctgtgacaa 114 0 
ctccctccag ctccaagagt geegggaggt ggggggegge geatcegggg cctcgagctt 1200 
gctacctcag cccatcccca ccacccctga catcgagaac gctgagctca cccccatctt 1260 
gcccttcctg ttccttggca atgagcagga tgtcagggac ctggacacca tgeagegget 132 0 
gaacategge taegtcatea acgtcaccac tcatcttccc ctctaccact atgagaaagg 138 0 
cctgttcaac tacaagegge tgccaagcac tgacagcaac aagcagaacc tgcggcagta 144 0 
ctttgaagag gcttttgagt tcattgagga agctcaccag tgtgggaagg ggcttctcat 1500 
ccactgccag gctggggtgt cccgctccgc caccatcgtc ategcttact tgatgaagca 156 0 
cacteggatg accatgactg atgcttataa atttgtcaaa ggcaaacgac caattatctc 1620 
cccaaacctt aacttcatgg ggcagttgct agagttcgag gaagacctaa acaacggtgt 168 0 
gacaccgaga atccttacac caaagctgat gggcgtggag acggttgtgt gacaatggtc 174 0 
tggatggaaa ggattgctgc tctccattag gagacaatga ggaaggagga tggattctgg 1800 
ttttttttct ttcttttttt tttgtagttg ggagtaaagt ttgtgaatgg aaacaaactt 1860 
ggttaaacac tttattttta acaagtgtaa gaagactata ettttgatge cattgagatt 1920 
caccttccac aaactggcca aattaaggag gttnaagaag taattttttt taagcccaac 1980 
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cattaaaaat ttaatacaac ttggtttctn cccctttttc ctttaaagct antttgtaaa 2040 
agtttatgag 2050 



<210> 30 
<211> 482 
<212> PRT 

<213> Homo sapiens 
<400> 30 

Met Pro Pro Ser Pro Leu Asp Asp Arg Val Val Val Ala Leu Ser Arg 
15 10 15 

Pro Val Arg Pro Gin Asp Leu Asn Leu Cys Leu Asp Ser Ser Tyr Leu 
20 25 30 

Gly Ser Ala Asn Pro Gly Ser Asn Ser His Pro Pro Val lie Ala Thr 
35 40 45 

Thr Val Val Ser Leu Lys Ala Ala Asn Leu Thr Tyr Met Pro Ser Ser 
50 55 60 

Ser Gly Ser Ala Arg Ser Leu Asn Cys Gly Cys Ser Ser Ala Ser Cys 
65 70 75 80 

Cys Thr Val Ala Thr Tyr Asp Lys Asp Asn Gin Ala Gin Thr Gin Ala 
85 90 95 

lie Ala Ala Gly Thr Thr Thr Thr Ala lie Gly Thr Ser Thr Thr Cys 
100 105 HO 

Pro Ala Asn Gin Met Val Asn Asn Asn Glu Asn Thr Gly Ser Leu Ser 
115 120 125 

Pro Ser Ser Gly Val Gly Ser Pro Val Ser Gly Thr Pro Lys Gin Leu 
130 135 140 

Ala Ser He Lys He He Tyr Pro Asn Asp Leu Ala Lys Lys Met Thr 
145 150 155 160 

Lys Cys Ser Lys Ser His Leu Pro Ser Gin Gly Pro Val He He Asp 
165 170 175 

Cys Arg Pro Phe Met Glu Tyr Asn Lys Ser His He Gin Gly Ala Val 
180 185 190 

His He Asn Cys Ala Asp Lys He Ser Arg Arg Arg Leu Gin Gin Gly 
195 200 205 

Lys He Thr Val Leu Asp Leu He Ser Cys Arg Glu Gly Lys Asp Ser 
210 215 220 

Phe Lys Arg He Phe Ser Lys Glu He He Val Tyr Asp Glu Asn Thr 
225 * 230 235 240 



Asn Glu Pro Ser Arg Val Met Pro Ser Gin Pro Leu His He Val Leu 
245 250 255 
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Glu Ser Leu Lys Arg Glu Gly Lys Glu Pro Leu Val Leu Lys Gly Gly 
260 265 270 

Leu Ser Ser Phe Lys Gin Asn His Glu Asn Leu Cys Asp Asn Ser Leu 
275 280 285 

Gin Leu Gin Glu Cys Arg Glu Val Gly Gly Gly Ala Ser Gly Ala Ser 
290 295 300 

Ser Leu Leu Pro Gin Pro lie Pro Thr Thr Pro Asp lie Glu Asn Ala 
305 310 315 320 

Glu Leu Thr Pro lie Leu Pro Phe Leu Phe Leu Gly Asn Glu Gin Asp 
325 330 335 

Val Arg Asp Leu Asp Thr Met Gin Arg Leu Asn lie Gly Tyr Val lie 
340 345 350 

Asn Val Thr Thr His Leu Pro Leu Tyr His Tyr Glu Lys Gly Leu Phe 
355 360 365 

Asn Tyr Lys Arg Leu Pro Ser Thr Asp Ser Asn Lys Gin Asn Leu Arg 
370 375 380 

Gin Tyr Phe Glu Glu Ala Phe Glu Phe lie Glu Glu Ala His Gin Cys 
385 390 395 400 

Gly Lys Gly Leu Leu lie His Cys Gin Ala Gly Val Ser Arg Ser Ala 
405 410 415 

Thr lie Val lie Ala Tyr Leu Met Lys His Thr Arg Met Thr Met Thr 
420 425 430 

Asp Ala Tyr Lys Phe Val Lys Gly Lys Arg Pro lie lie Ser Pro Asn 
435 440 445 

Leu Asn Phe Met Gly Gin Leu Leu Glu Phe Glu Glu Asp Leu Asn Asn 
450 455 460 

Gly Val Thr Pro Arg lie Leu Thr Pro Lys Leu Met Gly Val Glu Thr 
465 470 475 480 

Val Val 



<210> 31 
<211> 1026 
<212> DNA 

<213> Homo sapiens 



<400> 31 

atgctgctgc 

ggctcagagt 

ttgaacatgg 

cgcctctggg 

attgaggctg 

cgctcagcgg 

gccctgcgcc 



tggtggcaca 
ggaacgcagc 
cccgggagat 
atgaggagtc 
caagagcaca 
ccacagtgct 
acgtgcagga 



gcgggaccga 
aaacctggag 
tgacaacttc 
ggcccagctg 
gggcacccac 
ggcctatgcc 
gctccggccc 



gcctcccgca 
gagctgcaga 
taccctgagc 
ctgccgcact 
gtgctggtcc 
atgaagcagt 
atcgcccgcc 



tcttccccca 
ggaacagggt 
gcttcaccta 
ggaaggagac 
actgcaagat 
acgaatgcag 
ccaaccctgg 



cctctacctg 60 
cacccacatc 120 
ccacaatgtg 180 
gcaccgcttc 240 
gggcgtcagc 3 00 
cctggagcag 360 
cttcctgcgc 420 
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cagctgcaga tctaccaggg catcctgacg gccagccgcc agagccatgt ctgggagcag 4 80 
aaagtgggtg gggtctcccc agaggagcac ccagcccctg aagtctctac accattccca 540 
cctcttccgc cagaacctga gggtggtggg gaggagaagg ttgtaggcat ggaagagagc 600 
caggcagccc cgaaagaaga gcctgggcca cggccacgta taaacctccg aggggtcatg 660 
aggtccatca gtcttctgga gccctccttg gagctggaga gcacctcaga gaccagtgac 720 
atgccagagg tcttctcttc ccacgagtct tcacatgaag agcctctgca gcccttccca 780 
cagcttgcaa ggaccaaggg aggccagcag gtggacaggg ggcctcagcc tgccctgaag 84 0 
tcccgccagt cagtggttac cctccagggc agtgccgtgg tggccaaccg gacccaggcc 900 
ttccaggagc aggagcaggg gcaggggcag gggcagggag agccctgcat ttcctctacg 960 
cccaggttcc ggaaggtggt gagacaggcc agcgtgcatg acagtggaga ggagggcgag 102 0 
gcctga 1026 



<210> 32 
<211> 341 
<212> PRT 

<213> Homo sapiens 
<400> 32 

Met Leu Leu Leu Val Ala Gin Arg Asp Arg Ala Ser Arg lie Phe Pro 
15 10 15 

His Leu Tyr Leu Gly Ser Glu Trp Asn Ala Ala Asn Leu Glu Glu Leu 
20 25 30 

Gin Arg Asn Arg Val Thr His lie Leu Asn Met Ala Arg Glu lie Asp 
35 40 45 

Asn Phe Tyr Pro Glu Arg Phe Thr Tyr His Asn Val Arg Leu Trp Asp 
50 55 60 

Glu Glu Ser Ala Gin Leu Leu Pro His Trp Lys Glu Thr His Arg Phe 
65 70 75 80 

lie Glu Ala Ala Arg Ala Gin Gly Thr His Val Leu Val His Cys Lys 
85 90 95 

Met Gly Val Ser Arg Ser Ala Ala Thr Val Leu Ala Tyr Ala Met Lys 
100 105 110 

Gin Tyr Glu Cys Ser Leu Glu Gin Ala Leu Arg His Val Gin Glu Leu 
115 120 125 

Arg Pro lie Ala Arg Pro Asn Pro Gly Phe Leu Arg Gin Leu Gin lie 
130 135 140 

Tyr Gin Gly lie Leu Thr Ala Ser Arg Gin Ser His Val Trp Glu Gin 
145 150 155 160 

Lys Val Gly Gly Val Ser Pro Glu Glu His Pro Ala Pro Glu Val Ser 
165 170 175 

Thr Pro Phe Pro Pro Leu Pro Pro Glu Pro Glu Gly Gly Gly Glu Glu 
180 185 190 



Lys Val Val Gly Met Glu Glu Ser Gin Ala Ala Pro Lys Glu Glu Pro 
195 200 205 
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Gly Pro Arg Pro 
210 

Leu Leu Glu Pro 
225 

Met Pro Glu Val 



Gin Pro Phe Pro 
260 

Arg Gly Pro Gin 
275 

Gin Gly Ser Ala 
290 

Glu Gin Gly Gin 
305 

Pro Arg Phe Arg 



Glu Glu Gly Glu 
340 



Arg lie Asn Leu 
215 

Ser Leu Glu Leu 
230 

Phe Ser Ser His 
245 

Gin Leu Ala Arg 



Pro Ala Leu Lys 
280 

Val Val Ala Asn 
295 

Gly Gin Gly Gin 
310 

Lys Val Val Arg 
325 

Ala 



Arg Gly Val Met 
220 

Glu Ser Thr Ser 
235 

Glu Ser Ser His 
250 

Thr Lys Gly Gly 
265 

Ser Arg Gin Ser 



Arg Thr Gin Ala 
300 

Gly Glu Pro Cys 
315 

Gin Ala Ser Val 
330 



Arg Ser lie Ser 



Glu Thr Ser Asp 
240 

Glu Glu Pro Leu 
255 

Gin Gin Val Asp 
270 

Val Val Thr Leu 
285 

Phe Gin Glu Gin 



lie Ser Ser Thr 
320 

His Asp Ser Gly 
335 



<210> 33 
<211> 3995 
<212> DNA 

<213> Homo sapiens 



<400> 33 

ttacgcccgg 

cggcaccatg 

gccccagact 

tttgccagga 

cacaagccag 

tacagatgac 

cgatgtccct 

gaaagtccta 

taaagatttc 

ggtatgcctt 

tgaatatgtt 

agatggagga 

tccactcttt 

gtggagagtt 

tgtagtgcca 

gagaaggatg 

cctcatcaaa 

taaaagtcac 

tattcaagaa 

tgaagaaact 

aagggcattc 

tgtagtccta 

agtgatgctg 

gtgggtcatg 



aggcgtcggc 
ttctccctca 
gacgataaga 
gaaattgtcg 
tacgatttgt 
ccaatgccat 
ttaacatgta 
ggccccaacc 
agaattgtca 
gcaatagctc 
gggaaaaaat 
99 a 99 a 99 a 9 
gaaacttact 
tgttctatta 
agttctttag 
ccactctggt 
gacgtgctgc 
ccacagagaa 
gtacaagcag 
gaagagaaat 
cttaagcatt 
caagaggagg 
gatccctatt 
gcaggatatc 



gctgccactg 
agccgcccaa 
tcaattcgga 
taaatgaagt 
ggggaaagct 
tacagaaatt 
ttgaacaaat 
agaaactgaa 
gatttcgctt 
attattccca 
accacaattc 
gaggaggtaa 
cggattggga 
acgagggtta 
cagaccaaga 
gctggagcca 
agcagaggaa 
gtgatgttta 
catttgtaaa 
ggttatcttc 
cagcagaact 
aaggaagaga 
ttaggacaat 
agtttctaga 



gcccgcgacg 
acccaccttc 
accgaagatt 
caattttgtg 
gatatgcagt 
ccattacaga 
tgtcacagta 
atttaatcca 
tgatgaatca 
gccaacagac 
agcaaacaaa 

tggagctggt 

cagagaaatc 
catgatatcc 
tctaaagatc 
ctctaacggc 
gattgaccag 
caaatcagat 
actgaagcag 
actggaaaat 
tgtatacatg 
cttgagctgt 
tactggattt 
cagatgcaac 



ggaacggggc 
aggtcctact 
aaaaaactgg 
agaaaatgca 
aacttcaaaa 
aaccttcttc 
aacgaccaca 
acagagttaa 
ggtcccgaaa 
ctccagctac 
attaatggaa 
ggtggcagca 
aagaggacag 
acttgccttc 
ttttcccatt 
agtgctcttg 
aggatttgta 
ttggataaga 
ctatgcgtta 
actcgatggt 
ctagaaagca 
tgtgtagctt 
cagagtctga 
catctaaaga 



gaaaaggcgg 
tcctgccacc 
agccagtcct 
ttgcaacaga 
tctcctttat 
ttggtgaaca 
agaggaagca 
ttatttattg 
gtgctaaaaa 
tctttgcatt 
ttccctcagg 
gccagaaaac 
gtgcttccgg 
cagaatacat 
cttttgttgg 
tgcgaatggc 
atgcaataac 
ccttgcctaa 
atgagccttt 
tagaatatgt 
aacatctctc 
ctcttgttca 
tacagaagga 
gatcagagaa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 
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agagtctcct ttatttttgc tattcttgga 
tgcagctttt gagttctccg aaacctacct 
actgtttggc accttcctgt tcaactcccc 
tgctataagc aaaaacatcc aattgggtga 
ggactggtct ctccagttta cagcaaagga 
tggaaagagc acaccttgta tacagaatgg 
aagctacagc tccacactaa gaggaatgcc 
ccaagaatta cttccaagga gaaattcatt 
gcaaaccgac agccagaaca gtgatacgga 
cgccaacctg cacggtgtta ttctgccacg 
actgtgctac ttccgctggg ttcccgaggc 
ctttcacaag ctctccctcc tggctgatga 
acagcgcagt ggccccctgg aggcctgcta 
caacgccagc ggccctcacc acaccgacac 
atttccattt tctcctgtag ggaatctgtg 
caaattttta agtggggcca aaatatggtt 
aaatagggtg ttttctgaac attttgaggg 
attgctaacc taggcgtttg aatctctaat 
ttgcactaat atttaaaaac atgttgaatc 
tgtaaatttt gttcctgtcc tctttctgtc 
aaactgttca tgttgtctgc tacatttttg 
aggctatctg atagtcagtc acattagcag 
aaatttgtgt ttcgtgtcat ttttaggagc 
agtattcatg tatttttctg gttactttct 
gttcagtgtt ctggggccag aatttatgat 
actgtgtttt gaaatcatga gtttgctttt 
gcactgttaa ttttaaagca tttgctgcag 
aggatacaaa tattacagaa gaaaatataa 
cccattgcat atttgaaata ggcttttcat 
tcttgttcct ctgaaagcca ctggggagtg 
atgctgtaga caggagagtg ccatctatgc 
tgctgggagg cgtgctgggc ttggccatca 
acttccccct ggaaataact aatgaggtta 
ctcatagttc ctaatgctta ggaatagagg 
ctgccatttg aatagcgaca gaagtgctcc 
aggagaatga gcagacacag ttgtttgctt 
caaactgtgt gacaagagcc tacctaccac 
cagtgaaacg gggcaccacc tcccccacac 
ttcaaatttg actgtttctt aaactgccat 
tgtctagtta gcttatttcc ttttctaaaa 
tttatatgta ctgaatagct gtttcttttt 
tctctggata taacaggaca ggagttctta 
taaacccaag gtttttgcca acttgttgcc 



tgccacctgg cagctgttag aacaatatcc 1500 
ggcagtgttg tatgacagca cccggatctc 1560 
tcaccagcga gtgaagcaaa gcacggaatt 162 0 
tgagaagggc ttaaaattcc cctctgtttg 1680 
tcgcaccctt ttccataacc ccttctacat 1740 
ctccgtgaag tcttttaaac ggacaaagaa 1800 
gtctgcctta aagaatggaa tcatcagtga 1860 
gatattaaaa ccaaagccag atccagctca 1920 
gcagtatttt agagaatggt tttccaaacc 1980 
tgtctctgga acacacataa aactgtggaa 204 0 
ccagatcagc ctgggtggct ccatcacagc 2100 
agtcgacgta ctgagcagga tgctgcggca 216 0 
tggggagctg ggccagagca ggatgtactt 222 0 
ctcggggaca ccggagtttc tctcctcctc 2280 
cagacgaagc attttaggaa caccattaag 234 0 
gtctactgag acattagcaa atgaagacta 2400 
aagctgtcaa cttttttcct ctgaattaac 2460 
aactttatat gtaagaataa tagttggaat 252 0 
atgcttcttt cacacttatt ttaagagaga 2580 
attacaggtc tggctcttgt aaccgtgatc 2640 
tctccatcca tttttcctac cacctcctga 2700 
ccccaggcag cagacaacag gaaagttagg 276 0 
atctgataaa acctccagca ggttttagga 282 0 
gtcatctcta attgaactca cctgatgaag 2880 
tttagatcac cttctttgga accttagatc 2940 
aacttcatag ggtcaacttt aaaatgatat 3000 
ataattaaac ttagaagtgc ctttgacttt 3060 
tttcactttt taaaattggg gtgggaaaat 3120 
actaagcttc atagccagga gtccccagag 3180 
gcctctgggg tgctgattcc acagaggtgt 324 0 
caaaactcgc cctcaaaaac aaacaaggct 33 00 
gtatttccag tgtggtaaac tattgctggc 3360 
cgagttgggc acctgcacag atgtccttct 3420 
agaaataaaa aaatggattc tctcaaaaca 3480 
cccagccccc aactttggac agcaaagttg 3540 
gatctgaatc tctctaaagt aaagtatttc 3600 
tgtagcggtc aaagctgaag cttcttacag 3660 
tcctcattcc ccgcttaaaa catggatact 3720 
cctaagatat ggaaaatttt tatagtaaag 3780 
caagtgtttt caagataact gtattttacc 3840 
gaattatttg ccttttaaaa tttgataatg 3900 
aaaaatatct taagaaattc actttatggg 3960 
tagaa 3995 



<210> 34 
<211> 777 
<212> PRT 

<213> Homo sapiens 
<400> 34 

Met Phe Ser Leu Lys Pro Pro Lys Pro Thr Phe Arg Ser Tyr Phe Leu 
1 5 10 15 

Pro Pro Pro Gin Thr Asp Asp Lys lie Asn Ser Glu Pro Lys lie Lys 
20 25 30 
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Lys Leu Glu Pro Val Leu Leu Pro Gly Glu lie Val Val Asn Glu Val 
35 40 45 

Asn Phe Val Arg Lys Cys lie Ala Thr Asp Thr Ser Gin Tyr Asp Leu 
50 55 60 

Trp Gly Lys Leu lie Cys Ser Asn Phe Lys lie Ser Phe lie Thr Asp 
65 70 75 80 

Asp Pro Met Pro Leu Gin Lys Phe His Tyr Arg Asn Leu Leu Leu Gly 
85 90 95 

Glu His Asp Val Pro Leu Thr Cys lie Glu Gin lie Val Thr Val Asn 
100 105 110 

Asp His Lys Arg Lys Gin Lys Val Leu Gly Pro Asn Gin Lys Leu Lys 
115 120 125 

Phe Asn Pro Thr Glu Leu lie lie Tyr Cys Lys Asp Phe Arg lie Val 
130 135 140 

Arg Phe Arg Phe Asp Glu Ser Gly Pro Glu Ser Ala Lys Lys Val Cys 
145 150 155 160 

Leu Ala lie Ala His Tyr Ser Gin Pro Thr Asp Leu Gin Leu Leu Phe 
165 170 175 

Ala Phe Glu Tyr Val Gly Lys Lys Tyr His Asn Ser Ala Asn Lys lie 
180 185 190 

Asn Gly lie Pro Ser Gly Asp Gly Gly Gly Gly Gly Gly Gly Gly Asn 
195 200 205 

Gly Ala Gly Gly Gly Ser Ser Gin Lys Thr Pro Leu Phe Glu Thr Tyr 
210 215 220 

Ser Asp Trp Asp Arg Glu lie Lys Arg Thr Gly Ala Ser Gly Trp Arg 
225 230 235 240 

Val Cys Ser lie Asn Glu Gly Tyr Met lie Ser Thr Cys Leu Pro Glu 
245 250 255 

Tyr lie Val Val Pro Ser Ser Leu Ala Asp Gin Asp Leu Lys lie Phe 
260 265 270 

Ser His Ser Phe Val Gly Arg Arg Met Pro Leu Trp Cys Trp Ser His 
275 280 285 

Ser Asn Gly Ser Ala Leu Val Arg Met Ala Leu lie Lys Asp Val Leu 
290 295 300 

Gin Gin Arg Lys lie Asp Gin Arg lie Cys Asn Ala lie Thr Lys Ser 
305 310 315 320 



His Pro Gin Arg Ser Asp Val Tyr Lys Ser Asp Leu Asp Lys Thr Leu 
325 330 ' 335 
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Pro Asn lie Gin Glu Val Gin Ala Ala Phe Val Lys Leu Lys Gin Leu 
340 345 350 

Cys Val Asn Glu Pro Phe Glu Glu Thr Glu Glu Lys Trp Leu Ser Ser 
355 360 365 

Leu Glu Asn Thr Arg Trp Leu Glu Tyr Val Arg Ala Phe Leu Lys His 
370 375 380 

Ser Ala Glu Leu Val Tyr Met Leu Glu Ser Lys His Leu Ser Val Val 
385 390 395 400 

Leu Gin Glu Glu Glu Gly Arg Asp Leu Ser Cys Cys Val Ala Ser Leu 
405 410 415 

Val Gin Val Met Leu Asp Pro Tyr Phe Arg Thr lie Thr Gly Phe Gin 
420 425 430 

Ser Leu lie Gin Lys Glu Trp Val Met Ala Gly Tyr Gin Phe Leu Asp 
435 440 445 

Arg Cys Asn His Leu Lys Arg Ser Glu Lys Glu Ser Pro Leu Phe Leu 
450 455 460 

Leu Phe Leu Asp Ala Thr Trp Gin Leu Leu Glu Gin Tyr Pro Ala Ala 
465 470 475 480 

Phe Glu Phe Ser Glu Thr Tyr Leu Ala Val Leu Tyr Asp Ser Thr Arg 
485 490 495 

lie Ser Leu Phe Gly Thr Phe Leu Phe Asn Ser Pro His Gin Arg Val 
500 505 510 

Lys Gin Ser Thr Glu Phe Ala lie Ser Lys Asn lie Gin Leu Gly Asp 
515 520 525 

Glu Lys Gly Leu Lys Phe Pro Ser Val Trp Asp Trp Ser Leu Gin Phe 
530 535 540 

Thr Ala Lys Asp Arg Thr Leu Phe His Asn Pro Phe Tyr lie Gly Lys 
545 550 555 ' 560 

Ser Thr Pro Cys lie Gin Asn Gly Ser Val Lys Ser Phe Lys Arg Thr 
565 570 ' 575 

Lys Lys Ser Tyr Ser Ser Thr Leu Arg Gly Met Pro Ser Ala Leu Lys 
580 585 590 

Asn Gly lie lie Ser Asp Gin Glu Leu Leu Pro Arg Arg Asn Ser Leu 
595 600 605 

lie Leu Lys Pro Lys Pro Asp Pro Ala Gin Gin Thr Asp Ser Gin Asn 
610 615 620 



Ser Asp Thr Glu Gin Tyr Phe Arg Glu Trp Phe Ser Lys Pro Ala Asn 
625 630 635 640 
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Leu His Gly Val 



Trp Lys Leu Cys 
660 

Gly Gly Ser lie 
675 

Val Asp Val Leu 
690 

Glu Ala Cys Tyr 
705 

r 

Ser Gly Pro His 



Ser Ser Phe Pro 
740 

Leu Gly Thr Pro 
755 

Ser Thr Glu Thr 
770 



lie Leu Pro Arg 
645 

Tyr Phe Arg Trp 



Thr Ala Phe His 
680 

Ser Arg Met Leu 
695 

Gly Glu Leu Gly 
710 

His Thr Asp Thr 
725 

Phe Ser Pro Val 



Leu Ser Lys Phe 
760 

Leu Ala Asn Glu 
775 



Val Ser Gly Thr 
650 

Val Pro Glu Ala 
665 

Lys Leu Ser Leu 



Arg Gin Gin Arg 
700 

Gin Ser Arg Met 
715 

Ser Gly Thr Pro 
730 

Gly Asn Leu Cys 
745 

Leu Ser Gly Ala 



Asp 



His lie Lys Leu 
655 

Gin lie Ser Leu 
670 

Leu Ala Asp Glu 
685 

Ser Gly Pro Leu 



Tyr Phe Asn Ala 
720 

Glu Phe Leu Ser 
735 

Arg Arg Ser lie 
750 

Lys lie Trp Leu 
765 



<210> 35 

<211> 2353 

<212> DNA 

<213> Homo sapiens 

<400> 35 

tggttcctgc atggttcctc caaagctgca 
tgctggtgca cacttcagag ctccgcccag 
ctttcgggga tttgcccctc cagacaagag 
tgttagtgta ttttacgtgt gtggtatggc 
tcagggaagc cgaaaggttg aaaatgtccg 
agctctaggt actttgtatt tgacggctac 
cgcaagaaaa gaaacatgga ttcttcacag 
aaccgctacc ggatgccctc tgctgattcg 
catacctcag gaaagagatt gccacgacgt 
agtgaaatat gaggagttat actgcttttc 
agagcaaggc tgggtgctga tcgatcttag 
tcattactgg cagctcagcg atgtgaatag 
tgaactgtac gttcccaaat cggccacggc 
gagtagacgg cgatttcctg tcctttctta 
ccggagcagc cagcccctgt ccggcttcag 
ccaggccatt aggaaagcca atccaggaag 
taaacttaat gcaatggcaa atcgtgctgc 
ttccaatatc aagtttcagt ttatcgggat 
gcagaaaatg ctggaagtgt gtgaacttaa 
tctggagaac tctggctggt taaggcacat 
tgcaaaggca gtgtcagagg aaggggcaag 
caggaccgct caggtgtgct cggtggcaag 
gaagggcttc atggtattaa ttgaaaagga 
ccgatatggc aatctagatg gtgacccaaa 



ggaggccttt gaacctttcg atttgaaaca 60 
agaatccctc gaccaccggg agaaccgagt 120 
aaatgagcaa gcagggagct catcagctgt 180 
ccaatacagt tcgtcttctt ccagtgtggc 240 
cttggtagat cgagtgtctc ctaaaaaagc 3 00 
ccatgtcata ttcgtggaaa attcacctga 360 
tcagatttcc accattgaga aacaggcaac 420 
ctgcaagaac tttcagataa tacagctcat 480 
gtacatctcc ctgatacgcc ttgcaaggcc 540 
attcaaccc^ atgctggata aagaagaaag 6 00 
tgaagaatac acgcggatgg gcctccctaa 660 
agactataga gtctgtgact cttatcctac 720 
acacatcata gtggggagtt ccaaattccg 780 
ctattataaa gataaccacg cctccatctg 840 
tgcccggtgc ctagaggacg agcagatgct 900 
tgacttcgtt tatgtcgttg acacccggcc 960 
agggaaaggc tatgagaatg aagacaatta 1020 
agagaacatc catgtcatga ggaacagtct 1080 
atctccctcc atgagtgatt tcctgtgggg 1140 
taaagccata atggatgcag gaatcttcat 1200 
tgtgcttgtt cactgttctg atggctggga 1260 
cctgctgctg gaccctcact accggactct 1320 
ctggatttcc tttggtcata agtttaatca 1380 
agaaatctct ccagttattg accagttcat 1440 
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tgagtgtgtt 
tttgattcac 
ccaaaaggag 
gtggaagaat 
gggaaccttt 
gtataaccgc 
agtgaaggaa 
tacttgcttt 
cctcttaaga 
cacaacccca 
tttcacacat 
caacttgttt 
aaaaagtaac 
aattatgtta 
tatcttttgg 
ttcctaattg 



tggcagttaa 
attcaacatc 
agacgagaac 
cgggccgact 
catctcccta 
tttgaaaagg 
gaaactcagc 
gttaatctat 
ttcagtgcaa 
tccaggtcag 
ctggtttgtg 
ggttactgtt 
agaataaaat 
actatgatat 
cttctatgaa 
gaa 



tggaacaatt 
acatttattc 
tcaagattca 
acctgaatcc 
caacaccatg 
ggatgcagcc 
agctagagga 
tttctgtgct 
tacaaatatt 
gactcagata 
gctcagttcc 
atttgagagt 
caaatatatg 
taatctataa 
cttccctgta 



tccctgtgcc 
ctgccagttt 
agaaagaaca 
tctgtttaga 
taacttcatg 
ccgacagtca 
agaactagag 
tatttcttga 
tcacattttt 
accgaagccc 
acaaattttt 
agtaaaatta 
tacttgtaaa 
ttggtaaagg 
cttggacagg 



tttgagttca 
ggaaacttcc 
tactcattat 
gctgatcaca 
tacaagtttt 
gttacagatt 
gccctggaag 
agagcaaggc 
agtcagtaga 
aaacctaggc 
ggttgttcct 
atttttttct 
actctttccc 
ggagactgac 
gaggttataa 



atgagaggtt 
tatgtaacag 
gggctcacct 
gccagactca 
ggagtggaat 
acctaatggc 
aagtaagaca 
ttcatgaaag 
acacctgaaa 
atttaatgca 
tattttaggt 
ggaaagtgtg 
cacttttaga 
tgtaaagtct 
taaaatgctt 



1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2353 



<210> 36 
<211> 629 
<212> PRT 

<213> Homo sapiens 



<400> 36 
Met Val Pro Pro 
1 

His Ala Gly Ala 
20 

Arg Glu Asn Arg 
35 

Glu Gin Ala Gly 
50 

Gly Met Ala Gin 
65 

Arg Lys Val Glu 



Ala Ala Leu Gly 
100 

Glu Asn Ser Pro 
115 

lie Ser Thr lie 
130 

Leu lie Arg Cys 
145 



Lys Leu Gin Glu 
5 

His Phe Arg Ala 



Val Phe Arg Gly 
40 

Ser Ser Ser Ala 
55 

Tyr Ser Ser Ser 
70 

Asn Val Arg Leu 
85 

Thr Leu Tyr Leu 



Asp Ala Arg Lys 
120 

Glu Lys Gin Ala 
135 

Lys Asn Phe Gin 
150 



Ala Phe Glu Pro 
10 

Pro Pro Arg Glu 
25 

Phe Ala Pro Pro 



Val Val Ser Val 
60 

Ser Ser Ser Val 
75 

Val Asp Arg Val 
90 

Thr Ala Thr His 
105 

Glu Thr Trp lie 



Thr Thr Ala Thr 
140 

lie lie Gin Leu 
155 



Phe Asp Leu Lys 
15 

Ser Leu Asp His 
30 

Asp Lys Arg Asn 
45 

Phe Tyr Val Cys 



Ala Gin Gly Ser 
80 

Ser Pro Lys Lys 
95 

Val lie Phe Val 
110 

Leu His Ser Gin 
125 

Gly Cys Pro Leu 



lie He Pro Gin 
160 



Glu Arg Asp Cys His Asp Val Tyr He Ser Leu He Arg Leu Ala Arg 
165 170 ~ 175 
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Pro Val Lys Tyr Glu Glu Leu Tyr Cys Phe Ser Phe Asn Pro Met Leu 
180 185 190 

Asp Lys Glu Glu Arg Glu Gin Gly Trp Val Leu lie Asp Leu Ser Glu 
195 200 205 

Glu Tyr Thr Arg Met Gly Leu Pro Asn His Tyr Trp Gin Leu Ser Asp 
210 215 220 

Val Asn Arg Asp Tyr Arg Val Cys Asp Ser Tyr Pro Thr Glu Leu Tyr 
225 230 235 240 

Val Pro Lys Ser Ala Thr Ala His lie lie Val Gly Ser Ser Lys Phe 
245 250 255 

Arg Ser Arg Arg Arg Phe Pro Val Leu Ser Tyr Tyr Tyr Lys Asp Asn 
260 265 270 

His Ala Ser lie Cys Arg Ser Ser Gin Pro Leu Ser Gly Phe Ser Ala 
275 280 285 

Arg Cys Leu Glu Asp Glu Gin Met Leu Gin Ala lie Arg Lys Ala Asn 
290 295 300 

Pro Gly Ser Asp Phe Val Tyr Val Val Asp Thr Arg Pro Lys Leu Asn 
305 310 315 320 

Ala Met Ala Asn Arg Ala Ala Gly Lys Gly Tyr Glu Asn Glu Asp Asn 
325 330 335 

Tyr Ser Asn lie Lys Phe Gin Phe lie Gly lie Glu Asn lie His Val 
340 345 350 

Met Arg Asn Ser Leu Gin Lys Met Leu Glu Val Cys Glu Leu Lys Ser 
355 360 365 

Pro Ser Met Ser Asp Phe Leu Trp Gly Leu Glu Asn Ser Gly Trp Leu 
370 375 380 

Arg His lie Lys Ala lie Met Asp Ala Gly He Phe He Ala Lys Ala 
385 390 395 * 400 

Val Ser Glu Glu Gly Ala Ser Val Leu Val His Cys Ser Asp Gly Trp 
405 410 415 

Asp Arg Thr Ala Gin Val Cys Ser Val Ala Ser Leu Leu Leu Asp Pro 
420 425 430 

His Tyr Arg Thr Leu Lys Gly Phe Met Val Leu He Glu Lys Asp Trp 
435 440 445 

He Ser Phe Gly His Lys Phe Asn His Arg Tyr Gly Asn Leu Asp Gly 
450 455 460 



Asp Pro Lys Glu He Ser Pro Val He Asp Gin Phe He Glu Cys Val 
465 470 475 " 480 
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Trp Gin Leu Met 



Phe Leu lie His 
500 

Phe Leu Cys Asn 
515 

Arg Thr Tyr Ser 
530 

Leu Asn Pro Leu 
545 

His Leu Pro Thr 



Met Tyr Asn Arg 
580 

Asp Tyr Leu Met 
595 

Leu Glu Ala Leu 
610 

Ser Val Leu lie 
625 



Glu Gin Phe Pro 
485 

lie Gin His His 



Ser Gin Lys Glu 
520 

Leu Trp Ala His 
535 

Phe Arg Ala Asp 
550 

Thr Pro Cys Asn 
565 

Phe Glu Lys Gly 



Ala Val Lys Glu 
600 

Glu Glu Val Arg 
615 

Ser 



Cys Ala Phe Glu 
490 

lie Tyr Ser Cys 
505 

Arg Arg Glu Leu 



Leu Trp Lys Asn 
540 

His Ser Gin Thr 
555 

Phe Met Tyr Lys 
570 

Met Gin Pro Arg 
585 

Glu Thr Gin Gin 



His Thr Cys Phe 
62 0 



Phe Asn Glu Arg 
495 

Gin Phe Gly Asn 
510 

Lys lie Gin Glu 
525 

Arg Ala Asp Tyr 



Gin Gly Thr Phe 
560 

Phe Trp Ser Gly 
575 

Gin Ser Val Thr 
590 

Leu Glu Glu Glu 
605 

Val Asn Leu Phe 



<210> 37 

<211> 1200 

<212> DNA 

<213> Homo sapiens 



<400> 37 

atgaacgaaa 

gacagtccac 

ccacacacaa 

gaacgacttt 

attaagaaaa 

ctggtcttac 

tatattcctt 

gttcttcttc 

ctccgggcag 

agattcctcc 

gtcatcaaat 

ttctccaagg 

tgtaaaggag 

tattgcaaag 

atcctaaatg 

atatttttaa 

cacagcaata 

gcacaagtga 

agattcatta 

caaatagtaa 



gtcctgatcc 
agacaaacga 
gtgaatttaa 
ccaagtttga 
ttgtgcattc 
tggatgtcac 
cggagtatcg 
gagtatttgt 
gaaaagaaga 
tcctctccat 
attttaattt 
aagtaaatga 
gcaaaatcat 
ttgtcagttc 
tgaaaggaag 
ctgcagagga 
aatttcaggg 
aacatctcta 
tttattcgac 
tggagaaaaa 



gaatgccctg 
atttaaagga 
aggagcagcc 
agttgaagat 
aattgtatca 
tctcgtcctt 
ttctatttct 
agaagggccc 
gactgtactg 
catcaccatc 
aactaaaaat 
gtggatgact 
catcaccatc 
tctcaagtta 
aaccggaact 
aagcctgtat 
agtagaaact 
caacgggaat 
tcgtggtgtt 
ggttgtcttt 



gcgggagtca 
gcaaccgagg 
ctggtgtcac 
gctgaaaatg 
tcctttgcat 
gccgacctaa 
ctagctattg 
gtctatacca 
gtcagagaaa 
accattattc 
attaaacttg 
caagatcctg 
atggacttca 
atctataaat 
atggtttgtg 
tattttggag 
ccttgtcaga 
atccctccaa 
ggaacaggtg 
tccagtactt 



tcattgagag 
aggcacctgc 
ctatcagtaa 
ttgcttcata 
ttggactatt 
ttttcactga 
ccttattttt 
ttgggctgcc 
gacatcagca 
tcatcaccat 
aaatcagtaa 
aaaacatcat 
aagaagtttg 
tcaatgtagt 
cgctccttat 
aaaggcgaac 
atagatatgt 
gacggatact 
atgtatgtga 
cattaggaaa 



agcccccagt 
gaaagaaagc 
aagtatgtta 
tgacagcaag 

tggagttttc 

cagcaaactt 
tctcatggat 
cccttcagac 
ggagagccag 
caccgtcacc 
gatggtggta 
agtgattcac 
tacaactcaa 
tccaataaaa 
tgcctccgaa 
agataaaacc 
tggatatttt 
ctttataaaa 
tctacaattc 
ttgttcgctg 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 
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<210> 38 
<211> 400 
<212> PRT 

<213> Homo sapiens 



<400> 38 

Met Asn Glu Ser Pro Asp Pro Asn Ala Leu Ala Gly Val lie lie Glu 
15 10 15 

Arg Ala Pro Ser Asp Ser Pro Gin Thr Asn Glu Phe Lys Gly Ala Thr 
20 25 30 

Glu Glu Ala Pro Ala Lys Glu Ser Pro His Thr Ser Glu Phe Lys Gly 
35 40 45 

Ala Ala Leu Val Ser Pro lie Ser Lys Ser Met Leu Glu Arg Leu Ser 
50 55 60 



Lys Phe Glu Val Glu Asp Ala Glu Asn Val Ala Ser Tyr Asp Ser Lys 
65 70 75 80 

lie Lys Lys lie Val His Ser lie Val Ser Ser Phe Ala Phe Gly Leu 
85 90 95 

Phe Gly Val Phe Leu Val Leu Leu Asp Val Thr Leu Val Leu Ala Asp 
100 105 110 

Leu lie Phe Thr Asp Ser Lys Leu Tyr lie Pro Ser Glu Tyr Arg Ser 
115 120 125 

lie Ser Leu Ala lie Ala Leu Phe Phe Leu Met Asp Val Leu Leu Arg 
130 135 140 

Val Phe Val Glu Gly Pro Val Tyr Thr lie Gly Leu Pro Pro Ser Asp 
145 150 155 160 

Leu Arg Ala Gly Lys Glu Glu Thr Val Leu Val Arg Glu Arg His Gin 
165 170 175 

Gin Glu Ser Gin Arg Phe Leu Leu Leu Ser lie lie Thr lie Thr lie 
180 185 190 

lie Leu lie Thr lie Thr Val Thr Val lie Lys Tyr Phe Asn Leu Thr 
195 200 ' 205 

Lys Asn lie Lys Leu Glu lie Ser Lys Met Val Val Phe Ser Lys Glu 
210 215 220 

Val Asn Glu Trp Met Thr Gin Asp Pro Glu Asn lie lie Val lie His 
225 230 235 240 

Cys Lys Gly Gly Lys lie lie lie Thr lie Met Asp Phe Lys Glu Val 
245 250 " 255 



Cys Thr Thr Gin Tyr Cys Lys Val Val Ser Ser Leu Lys Leu lie Tyr 
260 265 270 
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Lys Phe Asn Val 
275 

Gly Thr Met Val 
290 

Ala Glu Glu Ser 
305 

His Ser Asn Lys 



Val Gly Tyr Phe 
340 

Pro Arg Arg lie 
355 

Gly Val Gly Thr 
370 

Glu Lys Lys Val 
385 



Val Pro lie Lys 
280 

Cys Ala Leu Leu 
295 

Leu Tyr Tyr Phe 
310 

Phe Gin Gly Val 
325 

Ala Gin Val Lys 



Leu Phe lie Lys 
360 

Gly Asp Val Cys 
375 

Val Phe Ser Ser 
390 



lie Leu Asn Val 



lie Ala Ser Glu 
300 

Gly Glu Arg Arg 
315 

Glu Thr Pro Cys 
330 

His Leu Tyr Asn 
345 

Arg Phe lie lie 



Asp Leu Gin Phe 
380 

Thr Ser Leu Gly 
395 



Lys Gly Arg Thr 
285 

lie Phe Leu Thr 



Thr Asp Lys Thr 
320 

Gin Asn Arg Tyr 
335 

Gly Asn lie Pro 
350 

Tyr Ser Thr Arg 
365 

Gin lie Val Met 



Asn Cys Ser Leu 
400 



<210> 39 
<211> 694 
<212> DNA 

<213> Homo sapiens 
<400> 39 

gtggcccggg aggcgccgag gccaggtagg tgcgatgggc gtgcagcccc ccaacttctc 6 0 
ctgggtgctt ccgggccggc tggcgggact ggcgctgccg cggctccccg cccactacca 120 
gttcctgttg gacctgggcg tgcggcacct ggtgtccctg acggagcgcg ggccccctca 180 
cagcgacagc tgccccggcc tcaccctgca ccgcctgcgc atccccgact tctgcccgcc 240 
ggcccccgac cagatcgacc gcttcgtgca gatcgtggac gaggccaacg cacggggaga 3 00 
ggctgtggga gtgcactgtg ctctgggctt tggccgcact ggcaccatgc tggcctgtta 360 
cctggtgaag gagcggggct tggctgcagg agatgccatt gctgaaatcc gacgactacg 420 
acccggcccc atcgagacct atgagcagga gaaagcagtc ttccagttct accagcgaac 480 
gaaataaggg gccttagtac ccttctacca ggccctcact ccccttcccc atgttgtcga 540 
tggggccaga gatgaaggga agtggactaa agtattaaac cctctagctc ccattggctg 600 
aagacactga agtagcccac ccctgcaggc aggtcctgat tgaaggggag gcttgtactg 660 
ctttgttgaa taaatgagtt ttacgaacca ggga 694 



<210> 40 
<211> 150 
<212> PRT 

<213> Homo sapiens 
<400> 40 

Met Gly Val Gin Pro Pro Asn Phe Ser Trp Val Leu Pro Gly Arg Leu 
15 10 " 15 

Ala Gly Leu Ala Leu Pro Arg Leu Pro Ala His Tyr Gin Phe Leu Leu 
20 25 30 
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Asp Leu Gly Val Arg His Leu Val Ser Leu Thr Glu Arg Gly Pro Pro 
35 40 45 

His Ser Asp Ser Cys Pro Gly Leu Thr Leu His Arg Leu Arg lie Pro 
50 55 60 

Asp Phe Cys Pro Pro Ala Pro Asp Gin lie Asp Arg Phe Val Gin lie 
65 70 75 80 

Val Asp Glu Ala Asn Ala Arg Gly Glu Ala Val Gly Val His Cys Ala 
85 90 95 

Leu Gly Phe Gly Arg Thr Gly Thr Met Leu Ala Cys Tyr Leu Val Lys 
100 105 110 

Glu Arg Gly Leu Ala Ala Gly Asp Ala lie Ala Glu lie Arg Arg Leu 
115 120 125 

Arg Pro Gly Pro lie Glu Thr Tyr Glu Gin Glu Lys Ala Val Phe Gin 
130 135 140 

Phe Tyr Gin Arg Thr Lys 
145 150 



<210> 41 
<211> 57 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic primer 
<220> 

<221> modif ied_base 
<222> (57) 

<223> a, c, g, t, other or unknown 
<400> 41 

aagcagtggt aacaacgcag agtacttttt tttttttttt tttttttttt tttttvn 

<210> 42 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic primer 
<400> 42 

aagtggcaac agagataacg cgtacgcggg 

<210> 43 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: Synthetic primer 
<400> 43 

aagcagtggt aacaacgcag agtacgcggg 

<210> 44 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic primer 
<400> 44 

aagcagtggt aacaacgcag agt 

<210> 45 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic primer 
<400> 45 

aagtggcaac agagataacg cgt 



